/ 

sequence\ listing 



(1) GENERAL INFORMATION: 
(i) APPLICANT: 



Clark & Elbing LLP 
17e[ Federal Street 
:on 

Massachusetts H 

U.SIA. 

02110 



(ii) TITLE OF INVENTION: 

(iii) NUMBER OF SEQUENCES: 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: 

(B) STREET: 

(C) CITY: 

(D) STATE: 

(E) COUNTRY: 

(F) ZIP: 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: 

(B) COMPUTER: 

(C) OPERATING SYSTEM: 

(D) SOFTWARE: 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER : 

(B) FILING DATE: 

(C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 



(A) APPLICATION NUMBER: 08/471,82 

(B) FILING DATE: 06-JUN-19^5 



\Goodearl , Andrew 
Stroobant, Paul 
linghetti, Luisa 
taterf ield, Michael 
^archionni , Mark 
len, Mario 
Lies, Ian 

3LIAL MITOGENIC FACTORS, THEIR 
^REPARATION AND USE 



3.5" 



:>mi 



ikette, 1.44 Mb 
iatible Pentium 



Wiru&otts95 

FasltSeq Vers-£*5h 2 . 0 



08/7361019 
22-OCT41996 



(vii) PRIOR APPLICATION DATA: 



(A) APPLICATION NUMBER: 08/036, 55E 

(B) FILING DATE: 24-MAR-199f 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 07/965,173 

(B) FILING DATE: 23-OCT-19921 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 07/907,138 

(B) FILING DATE: 30-JUN-1992 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 07/940,389 

(B) FILING DATE: 03-SEP-1992 

(vii) PRIOR APPLICATION DATA: 



|0l 



(A) APPLICATION NUMBER 

(B) FILING DATE: 

(vii) PRIOR APPLICATION DAT* 



07/863, 703 
03-APR-1992 



(A) APPLICATION NUMBER :\ UK 91 07566.3 

(B) FILING DATE: \10-APR-1991 

(viii) ATTORNEY/ AGENT INFORMATION: 

(A) NAME: 1 Bieker-Brady , Kristina 

(B) REGISTRATION NUMBER: 39,109 

(C) REFERENCE/DOCKET NUMBER: 04585/00200Q 

(ix) TELECOMMUNICATION INFORMATION: 



(A) TELEPHONE: 

(B) TELEFAX: 

(C) TELEX: 



(617) 428-0200 
617) 428-7045 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



1 : 



(xi) SEQUENCE DESCRIPTION: SEQ 



Phe Lys Gly Asp Ala His Thr Glu 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 




2 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



13 

amiho acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine; Xaa in position 12 is unknov 

(xi) SEQUENCE DESCRIPTION: SEQ ID feTO : 2: 

Xaa Ala Ser Leu Ala Asp Glu Tyr Glu Typ Met Xaa Lys 

15 id 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 



12 

amino 



acid 



[0^ 



(D) TOPOLOGY: 
(ix) FEATURE: 



linear 



(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine; Xaa in position 10 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO I 3: 

Xaa Thr Glu Thr Ser Ser Ser Gly Leu Xaa I^eu Lys 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS ; 

(D) TOPOLOGY: 



cid 



lineai 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa i£ position 1 is Lysine or Arginine 

(xi) SEQUENCE DESCRIPTION: SEQ ID Np : 4: 

Xaa Lys Leu Gly Glu Met Trp Ala Glu 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



io acid 
linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ }D NO : 5: 

Xaa Leu Gly Glu Lys Arg Ala 
1 5 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 

(i) SEQUENCE CHARACTERISTICS: 



1 is Lysine or Arginine 



6: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 
(xi) SEQUENCE DESCRIPTION: SEQ 



amino acid 
lknear 



aa in position 1 is Lysine or Arginine 
ID NO: 6: 



Xaa lie Lys Ser Glu His Ala Gly Leu Ser lie Gly Ajsp Thr Ala Lys 
1 5 10/15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



13 

amino acid/ 
linear 



7: 



(ix) FEATURE: 

(D) OTHER INFORMATION 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO / 7 
Xaa Ala Ser Leu Ala Asp Glu Tyr Glu Tyr /Met Arg Lys 
15 1 



Xaa in position 1 is Lysine or Arginine. 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATIC 
(xi) SEQUENCE DESCRIPTION: 



8 : 



Xaa in position 1 is Lysine or Arginine. 



Xaa lie Lys Gly Glu His Pro Gl 
1 5 



Leu Ser lie Gly Asp Val Ala Lys 
10 15 



(2) INFORMATION FOR SEQUENCE/ IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTER] 



9: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



13 

amino acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine and Xaa in position 12 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9: 

Xaa Met Ser Glu Tyr ^la Phe Phe Val Gin Thr Xaa Arg 

1 5/ 10 



I6f 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



14 

amino acid 
linear 



Xaa in position 1 is Lysine or Arginine . 




(ix) FEATURE: 

(D) OTHER INFORMATION: 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 
Xaa Ser Glu His Pro Gly Leu Ser lie Gly Asp JThr Ala Lys 
15 10 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION/' Xaa 7 in position 1 is Lysine or 
Arginine; Xaa in position 8 is^Ainknown. 

(xi) SEQUENCE DESCRIPTION/ SEQ ID NO: 11: 

Xaa Ala Gly Tyr Phe Ala GlAi Xaa Ala Arg 

1 5 ( / 10 

(2) INFORMATION FOR SEQU^OEL IDENTIj 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDE^faESS 

(D) TOPOLO' 



amino acid 
linear 



(ix) FEATURE 



(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine; Xaa in/position 7 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

Xaa Lys Leu Glu Phe Leu Xaa Ala Lys 
1 / 5 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



,0? 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 



11 

amino acid 
linear 



Xaa in position 1 ifs Lysine or Arginine. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 
Xaa Thr Thr Glu Met Ala Ser Glu Gin Gly Ala 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION y 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



(ix) FEATURE: 

(D) OTHER INFORMATION; 
(xi) SEQUENCE DESCRIPTION 
Xaa Ala Lys Glu Ala Leu Al^ 
1 5 



aa in position 1 is Lysine or Arginine. 
fQ ID NO: 14: 
Leu Lys 
10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTIC 

8 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNIj 

(D) TOPOLOGY:^ 



amino acid 
linear 

(ix) FEATURE: 

(D) OTHER/ INFORMATION: Xaa in position 1 is Lysine or Arginine. 

(xi) SEQUENCE /DESCRIPTION: SEQ ID NO: 15: 

Xaa Phe Val Leu Gin Ala Lys Lys 
1 / 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



LENGTH : 
TYPE: 

STRANDEDNESS : 
)) TOPOLOGY: 



amino acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or/Arginine. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 

Xaa Leu Gly Glu Met Trp 
1 5 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



16 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17:/ 



Glu Tyr Lys Cys Leu Lys Phe Lys Trp Phe Lyss Lys Ala Thr Val Met 
1 5 10 / 15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 18: 
(i) SEQUENCE CHARACTERISTICS: 




(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



is unknown. 



kmino acid 
linear 

(ix) FEATURE: 

(D) OTHER INFORl!lATL6N : Xaa in posij 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 

Glu Ala Lys Tyr Phe Ser Zys Xaa Asp Ala 
1 5 / 10 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 19: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH : 

(B) TYP£: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



amino acid 
linear 



(ix) FEATJuRE : 

(D)/ OTHER INFORMATION: Xaa in position 2 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 

Glu Xaa Lys Phe Tyr Val Pro 
1 7 5 



i or 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



20 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



26 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 20: 

Glu Leu Ser Phe Ala Ser Val Arg Leu Pro Gly Cys P^ 
15 10 

Asp Pro Met Val Ser Phe Pro Val Ala Leu 
20 25 



Pro Gly Val 
15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION/NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



21: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMAT] 
either A or G. 



2003 
nucleic acid 



}N : 



in positions 31 and 32 could be 



(xi) SEQUENCE DESCRIPTION: ;6EQ ID NO: 21: 

GGAATTCCTT TTTTTTTTT t TTTTpTT^TT NNTTTTTTTT TGCCCTTATA CCTCTTCGCC 60 

TTTCTGTGGT TCCATCCACT TCTTC^CCCT CCTCCTCCCAVr^AAGAACTU~TCCTACCCCT 12 0 

GCACCCCCAA TAAATAAATA AAAGGAGGAG GGCAAGGGGG GAGGAGGAGG AGTGGTGCTG 180 

CGAGGGGAAG GAAAAGGGAG GCAGCGCGAG AAGAGCCGGG CAGAGTCCGA ACCGACAGCC 24 0 

AGAAGCCCGC ACGCACCTCG £AQC ATG AGA TGG CGA CGC GCC CCG CGC CGC 2 91 

Met Arg Trp Arg Arg Ala Pro Arg Arg 
1 5 

TCC GGG CGT CCC GGO^ CCC CGG GCC CAG CGC ' CCC GGC TCC GCC GCC CGC 33 9 

Ser Gly Arg Pro GLy Pro Arg Ala Gin Arg Pro Gly Ser Ala Ala Arg 
10 / 15 20 25 

TCG TCG CCG CCG /CTG CCG CTG CTG CCA CTA CTG CTG CTG CTG GGG ACC 3 87 

Ser Ser Pro Pr</ Leu Pro Leu Leu Pro Leu Leu Leu Leu Leu Gly Thr 
30 35 40 

GCG GCC CTG <£CG CCG GGG GCG GCG GCC GGC AAC GAG GCG GCT CCC GCG 435 
Ala Ala Leu/Ala Pro Gly Ala Ala Ala Gly Asn Glu Ala Ala Pro Ala 
45 50 55 

GGG GCC TftG GTG TGC TAC TCG TCC CCG CCC AGC GTG GGA TCG GTG CAG 4 83 

Gly Ala £er Val Cys Tyr Ser Ser Pro Pro Ser Val Gly Ser Val Gin 
60 65 70 

GAG CTA GCT CAG CGC GCC GCG GTG GTC ATC GAG GGA AAG GTG CAC CCG 531 



Glu Leu Ala Gin Arg Ala Ala Val Val lie Glu Gly Lys Val His Pro 
75 80 85 

CAG CGG CGG CAG CAG GGG GCA CTC GAC AGG AAG GCG GCG GCG GCG GCG/ 

Gin Arg Arg Gin Gin Gly Ala Leu Asp Arg Lys Ala Ala Ala Ala Al 

90 95 100 ¥05 

GGC GAG GCA GGG GCG TGG GGC GGC GAT CGC GAG CCG CCA GCC GCG GGC 

Gly Glu Ala Gly Ala Trp Gly Gly Asp Arg Glu Pro Pro Ala Ala Gly 
110 115 /120 



CCA CGG GCG CTG 
Pro Arg Ala Leu 
125 

GGG ACC GTG CCC 
Gly Thr Val Pro 
140 

CCC GGG GAG GAG 
Pro Gly Glu Glu 
155 

GTG AAA GCC GGG 
Val Lys Ala Gly 
170 

GGG ACC TGG GGC 
Gly Thr Trp Gly 



GAC 
Asp 

CGC 
Arg 

CGG 
Arg 



TTG 
Leu 
250 

TCC 
Ser 



AGC 
Ser 



AGG 
Arg 



GCG 
Ala 



AAC 
Asn 
235 

CCT 
Pro 



CCG 
Pro 
220 

CTC 
Leu 



TAC 
Tyr 
205 

GCC 
Ala 



AAG 
Lys 



GGG CCG CCC 
Gly Pro Pro 



TCT TGG CCC 
Ser Trp Pro 



GCG CCC TAT 
Ala Pro Tyr 
160 

GGC TTG AAG 
Gly Leu Lys 
175 

CAC CCC GCC 
His Pro Ala 
190 

ATC TTC TTC 
lie Phe Phe 



GCC GAG 
Ala Glu 
130 

ACC GCC 
Thr Ala 
145 

CTG GTG 
Leu Val 



AAG GAC 
Lys Asp 



GAG CCG CTG CTC 
Glu Pro Leu Lei 



CCG GTG CCC AGC 
Pro Val Prey Ser 
150 

AAG GTG/tAC CAG 
Lys Va]/ His Gin 
165 



GTG TGG GCG 
Val Trp Ala 



CGC CTG 
Arg Leu 
185 

AAG GAG 
Lys Glu 
200 

ACC AGC 
Thr Ser 




GCC TTC 
Ala Phe 



AAG 
Lys 



CCC CAA 
Pro Gin 



AAA CTA GTC 
Lys Leu Val 



AGA TTC AAG 
Arg Phe Lys T 



CCA CAA AAy ATC 
Pro Gin Asn lie 



ATT AAC/ AAA GCA 
lie Asjii Lys Ala 
2 



GAA TAC 
Glu Tyr 



TTG AAT CGA 
Leu Asn Arg 



CCA GGG AAG TCA 
Pro Gly Lys Ser 



GGA GAG TAT ATG 
Gly Glu Tyr Met 
225 



ACG GGC 
Thr Gly 



CGG TGC GCC 
Arg Cys Ala 



GCT GCA GGT 
Ala Ala Gly 
265 

TCC TCT CTC 
Ser Ser Leu 
180 

AAA AAC AAA 
Lys Asn Lys 
195 

GAA CTT CGC 
Glu Leu Arg 



TGC AAA GTG 
Cys Lys Val 



579 



627 



675 



723 



771 



819 



867 



915 



963 



1011 



1059 



1107 



1155 



1203 



1251 



\o°i 



ATC AGC AAA TTA GGA AAT GAC AGT GCC TCT GCC 
He Ser Lys Leu Gly Asn Asp Ser Ala Ser Ala 
230 235 240 

GAA TCA AAC GCT ACA TCT ACA TCC ACC ACT GGG 
Glu Ser Asn Ala Thr Ser Thr Ser Thr Thr Gly 
250 255 

AAA TGT GCG GAG AAG GAG AAA ACT TTC TGT GTG 
Lys Cys Ala Glu Lys Glu Lys Thr Phe Cys Val 
265 270 

TTC ATG GTG AAA GAC CTT TCA AAC CCC TCG AGA 
Phe Met Val Lys Asp Leu Ser Asn Pro Ser Arg 
280 285 

CCA AAT GAG TTT ACT GGT GAT CGC TGC CAA AAC 
Pro Asn Glu Phe Thr Gly Asp Arg Cys Gin Asn 
295 300 

TTC TAC AGT ACG TCC ACT CCC TTT CTG TCT CTG 
Phe Tyr Ser Thr Ser Thr Pro Phe Leu Ser Leu 
400 405 410 

TAGGAGCATG CTCAGTTGGT GCTGCTTTCT TGTTGCTGCA 

AGAGCTAGAT GTGTCTTACC AGATCTAATA TTGACTGO 

TTAACAAAAG CAATTGTATT ACTTCCTCTG 

AGGTGTGTGA GGCTCCGGAT GTTTCTGGJ 

AGTCAATATC AAGCAGTGAA ATATGATAA' 

TAAAATAAAA ATCATTCTAC TGAACAGTCC 

AAGGGTGTTG CTAAGCTGTA ACCGATATGC/ ACTTGAAATG 

CAGAATGTGT TATTTGTCAC AAATAAACAT AATAAAAGGA 



AAT ATC ACC ATC 
Asn He Thr He 



ACA AGC CAT 
Thr Ser His 



AAT GGA GGG 
Asn Gly Gly 
275 

TAC TTG TGC 
Tyr Leu Cys 
290 

TAC GTA A^G 
Tyr Val 
305 

CCT #AA 
Pro/Glu 



CTT 
Leu 
260 

GAG 
Glu 



GTG 
Val 
245 

GTA 
Val 



TGC/ 



TGC 
Cys 



GCC 
Ala 



AGC 
Ser 



?GCG2 



r TTQA . 



TTGA 
1GCATTT 
CTTCTTTA 



:ctcccctca 
ctgcctgtcg 
gttggctctg 
atgatgtgat 
caaagtctca 
tacaatgacc 
atggtaagtt 
aaaaaaaaaa 



GATTCCACCT 
CATGAGAACA 
AGATACTAAT 
ACAAATTGAT 
CTTTTATTGA 
ACATCCTGAA 
AATTTTGATT 
AAA 



1299y 

/ 

/ 

/ 

*47 



1395 

1443 

1491 

1530 

1590 
1650 
1710 
1770 
1830 
1890 
1950 
2003 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



22 : 



(A) LENGTH; 

(B) TYPE: 

(C) STRANbEDNESS : 

(D) TOPQLOGY: 

(ix) FEATURE 

(D) /)THER INFORMATION: 



12 

amino acid 
linear 



Xaa in position 11 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 

Ala Ser Leu /Ala Asp Glu Tyr Glu Tyr Met Xaa Lys 
1/5 10 



ho 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



23 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



11 

amino acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 9 is unknown, 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 23: 
Thr Glu Thr Ser Ser Ser Gly Leu Xaa Leu Lys 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



12 

amino acid 
lineai 



3ER : 



24 i 



(xi) SEQUENCE DESCRIPTION: SEQ /D NO: 24: 
Ala Ser Leu Ala Asp Glu Tyr Glu ^r Met Arg Lys 
1 5 / 10 



(2) INFORMATION FOR SEQUENCE" IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTER! ST I CS : 

9 



25 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDED* 

(D) TOPOLOG/: 

(ix) FEATURE: 

(D) OTflER INFORMATION: 



amino acid 
linear 

Xaa in position 7 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 



Ala Gly Tyr 
1 



Ala Glu Xaa Ala Arg 
5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i)/ SEQUENCE CHARACTERISTICS: 



26: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



10 

amino acid 
linear 



IK 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 
Thr Thr Glu Met Ala Ser Glu Gin Gly Ala 
15 10 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



amino acid 
linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 



Ala Lys Glu Ala Leu Ala Ala Leu Lys 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



amino acdd 
lineai 

(xi) SEQUENCE DESCRIPTION: SEQ ID/NO: 28: 



Phe Val Leu Gin Ala Lys Lys 
1 5 




(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNES 

(D) TOPOLOGY 



21 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 29: 

Glu Thr Gin Pro Asp >Pro Gly Gin lie Leu Lys Lys Val Pro Met Val 
15/ 10 15 

lie Gly Ala Tyr 'pnr 
20 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

'(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



21 

amino acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in positions 1, 3, 17 and 19 

unknown . 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 

Xaa Glu Xaa Lys Glu Gly Arg Gly Lys Gly Lys Gly Lys Lys Lys Glu 
15 10 15 

Xaa Gly Xaa Gly Lys 
20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



31: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS ; 

(D) TOPOLOGY: 



13 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31: 

Ala Glu Lys Glu Lys Thr Phe Cys Val Asn Gly 
15 10 



Ly Glu 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 

8, 



32 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



lino acid 
linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 6 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 

Lys Leu Glu Phe Leu Xaa ^?la Lys 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 33: 
(i) SEQUENCE CHARACTERISTICS: 

9 



(A) /LENGTH: 
(BY TYPE: 
(<Z) STRANDEDNESS : 
(D) TOPOLOGY: 



amino acid 
linear 

(ix/ FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 



Arg i nine . 



U3 



J 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

Xaa Val His Gin Val Trp Ala Ala Lys 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 34 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



14 

amino acid 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Argininel; Xaa in position 11 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3< 

Xaa Tyr lie Phe Phe Met Glu Pro Glu Ala X^a Ser Ser Gly 

1 5 10y 



(2) INFORMATION FOR SEQUENCE 

(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



CATION NUMBER: 



14 

amino acid 



linear 




(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine; Xaa in position 13 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 

Xaa Leu Gly Ala Trj/ Gly Pro Pro Ala Phe Pro Val Xaa Tyr 

1 / 5 10 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 36: 
(i) SEQUENCE CHARACTERISTICS: 



0 LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



amino acid 
linear 

Lx) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
jmine . 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36: 



Iff 



Xaa Trp Phe Val Val He Glu Gly Lys 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 37 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 

(B) TYPE: amino acid 

(C) STRAND EDNESS: 

(D) TOPOLOGY: linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 isyl/ysine or 

Arginine . 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 

Xaa Ala Ser Pro Val Ser Val Gly Ser Val Gin Gli/ Leu Val Gin Arg 
1 5 10/15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 38: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: /amino acid 

(C) STRANDEDNESS: 

(D) TOPOLOGY: / linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 

Arginine . 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38: 

Xaa Val Cys Leu Leu /fhr Val Ala Ala Leu Pro Pro Thr 
1 y 10 

(2) INFORMATION/FOR SEQUENCE IDENTIFICATION NUMBER: 39: 
(i) SEQUENCE CHARACTERISTICS: 

(K) LENGTH: 7 

(B) TYPE: amino acid 

(C) STRANDEDNESS: 

(D) TOPOLOGY: linear 

(/x) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 is Lysine or 
Arginine; Xaa in position 6 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 39: 

/Xaa Asp Leu Leu Leu Xaa Val 
1 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



40 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



39 

amino acid 
linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 40: 

Cys Thr Cys Gly Cys Cys Lys Cys Cys Arg Thr Thr Cys Ala' Cys Arg 
1 5 10 / 15 

Cys Ala Gly Ala Ala Gly Gly Thr Cys Thr Thr Cys Thar Cys Cys Thr 
20 25 / 30 

Thr Cys Thr Cys Ala Gly Cys 
35 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 41: 
(i) SEQUENCE CHARACTERISTICS: 

2< 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



lino acid 
linear 

(xi) SEQUENCE DESCRIPTION :/SEQ ID NO : 41: 



Cys Cys Thr Cys Gly Cys Thr/Cys Cys Thr Thr Cys Thr Thr Cys Thr 
1 5/10 15 

Thr Gly Cys Cys Cys Thr ^hr Cys 
20 



(2) INFORMATION FOR/SEQUENCE IDENTIFICATION NUMBER: 
( i ) SEQUENCE /CHARACTERISTICS : 



42 : 



(A) LENGTH: 

(B) TYPE: 

(C) / STRANDEDNESS : 
(D? TOPOLOGY: 



60 

nucleic acid 

single 

linear 



(xi) /SEQUENCE DESCRIPTION: SEQ ID NO: 42: 
AAGTGQCCAA ATGAGTTTAC TGGTGATCGC TGCCAAAACT ACGTAATGGC CAGCTTCTAC 



(2)/ INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



43 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



36 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 
AGTACGTCCA CTCCCTTTCT GTCTCTGCCT GAATAG 



36 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



44 : 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



569 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 
AAGGCGGAGG AGCTGTACCA GAAGAGAGTG CTGACCATAA CCGGCATCTG 
CTTGTGGTCG GCATCATGTG TGTGGTGGCC TACTGCAAAA CCAAj^AAACA 
CTGCATGACC GTCTTCGGCA GAGCCTTCGG TCTGAACGAA AQAATATGAT 
AATGGGCCTC ACCATCCTAA CCCACCCCCC GAGAATGTCC/AGCTGGTGAA 
TCTAAAAACG TCATCTCCAG TGAGCATATT GTTGAGAGAG AAGCAGAGAC 
ACCAGTCACT ATACTTCCAC AGCCCATCAC TCCACTACTG TCACCCAGAC 
AGCTGGAGCA ACGGACACAC TGAAAGCATC CTT^CCGAAA GCCACTCTGT 
TCATCCGTAG AAAACAGTAG GCACAGCAGC CCAACTGGGG GCCCAAGAGG 
GGCACAGGAG GCCCTCGTGA ATGTAACAG$r TTCCTCAGGC ATGCCAGAGA 
TCCTACCGAG ACTCTCCTCA TAGTG; 



CATCGCCCTC 60 
GCGGAAAAAG 12 0 
GAACATTGCC 180 
TCAATACGTA 240 
ATCCTTTTCC 3 00 
TCCTAGCCAC 3 60 
AATCGTGATG 42 0 
ACGTCTTAAT 48 0 
AACCCCTGAT 54 0 
569 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOI 



8 

amino acid 
linear 



45: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 45: 

Val His Gin ^7al Trp Ala Ala Lys 
1 / 5 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 46: 
(in SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



13 

amino acid 



linear 
(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 10 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46: 

Tyr He Phe Phe Met Glu Pro Glu Ala Xaa Ser Ser Gly 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



47 :> 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 



13 

amino acid 
linear 



Xaa in position 12 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: Al : 



Leu Gly Ala Trp Gly Pro Pro Ala Phe Pre/ Val Xaa Tyr 
15 yo 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



8 



amino acid 
linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 48: 



Trp Phe Val Val He Gly Gly Lys 
1 5 



48: 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
( i ) SEQUENCE /CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) /STRANDEDNESS : 
\(d/ TOPOLOGY: 



15 

amino acid 



49: 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 49: 

Ala Ser /Pro Val Ser Val Gly Ser Val Gin Glu Leu Val Gin Arg 
1/5 10 15 



(2) /INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



12 

amino acid 
linear 



50 : 



11* 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO : 50: 

Val Cys Leu Leu Thr Val Ala Ala LeU Pro Pro Thr 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



amino acid 
linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51: 

Lys Val His Gin Val Trp Ala Ala Lys 
1 5 



51: 



(2) INFORMATION FOR SEQUENCE IDENTIFICATIj2fN NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



52 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



13 

am/no acid 



Linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 12 is unknown. 

(xi) SEQUENCE DESCRIPTIONS: SEQ ID NO: 52: 

Lys Ala Ser Leu Ala Asp Se/ Gly Glu Tyr Met Xaa Lys 
1 5/10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHA|&CTERISTICS : 

6 



53 : 



(A) LENGTH 

(B) 1 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



amino acid 
linear 

(ix) FEATT^feE : 

(D)/ OTHER INFORMATION: Xaa in position 5 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 

Asp Leu Zeu Leu Xaa Val 
1 / 5 



(2)/INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



54 : 



in 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

FEATURE : 



20 

nucleic acid 
single 
linear 



(D) OTHER INFORMATION: N at positions 3, 12 and ZB is C 
or T; N at position 6 is A or G; N at positions 9 and 15 /is A, T, 
G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54: 
TTNAANGGNG ANGCNCANAC 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 
N at positions 4, 10, and 16 is 
or C. 



acid 



at positions 7 and 13 is C or T; 
G; N at position 19 is A, T, G 



(xi) SEQUENCE DESCRIPTION/ SEQ ID NO: 55: 
CATNTANTCN TANTCNTCNG C 




20 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY 



(ix) FEAT 



DTHER INFORMATION 



N at positions 6, 9, and 18 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56: 
TGNTCNGANG CCATNTCNGT 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



20 

nucleic acid 

single 

linear 



N at positions 3 and 15 is C or T; 



20 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at positions 3 and 14 is C or T; 
N at position 6 is A or G; N at positions 9 and 17 is A, T, G or C . / 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57: 

TGNTCNCTNG CCATNTCNGT 2 0 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



/ 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



is A, G or T; N 
and 15 is A, T, 



(D) OTHER INFORMATION: N at position 
at position 18 is C or T; N at positions 6, 12 
G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 
CCNATNACCA TNGGNACNTT 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 59: 
(i) SEQUENCE CHARACTERISTICS: 




(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: N at position 12 is C or T; N at 
position 15 is A or G; N at positions 3, 9 and 18 is A, T, G or C . 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO : 59: 

GCNGCCCANA CYTGRTGN^C 

(2) INFORMATION TOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) /LENGTH: 
(BY TYPE: 
(£) STRANDEDNESS 
)) TOPOLOGY: 

FEATURE : 



20 

nucleic acid 

single 

linear 



(D) OTHER INFORMATION: N at positions 3 and 9 is C or T; 
N at Positions 5 and 8 is A or G; N at position 6 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 



GCNTCNGGNT CCATNAANAA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



61: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at position 6 is a/ G or T; N at 
position 3 is C or T; N at position 15 is A or G; N fit positions 9 
and 11 is A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 61: 
CCNTCNATNA CNACNAACCA 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



20 



4BER: 



62 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



17 
nuclei 
sine 
linear 



acid 



(ix) FEATURE: 



(D) OTHER INFORMATION: W at positions 6 and 9 is A or G; 
N at positions 3, 11 and 14 is A/T, G or C. 

(xi) SEQUENCE DESCRIPTION: /SEQ ID NO: 62: 

TCNGCNAANT ANCCNGC / 17 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



63 ; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY : 



20 

nucleic acid 

single 

linear 



(ix) FEATURE 



(D) OTHER INFORMATION: N at positions 12 and 15 is C or T; 
N at positions/3, 6, 9 and 17 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63: 

GCNGCNAGNG / CNTCNTTNGC 2 0 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(if SEQUENCE CHARACTERISTICS: 



64 : 



|2> 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 
single 
linear 



(ix) FEATURE 



(D) OTHER INFORMATION: N at positions 6, 12 and 15 is 
N at positions 3, 9, and 18 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 64: 

GCNGCNAANG CNTCNTTNGC 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



or T; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



20 

nucleic acid 
single 
linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at positions 3 and 9 is C or T; 
N at position 18 is A or G; N at position/ 6, 12 and 15 is A, T, G 
or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID >NO : 65: 



TTNTTNGCNT GNAGNACNAA 




(2) INFORMATION FOR SEQUENCE ID! 
(i) SEQUENCE CHARACTERIST 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



IFICATION NUMBER: 



20 

nucleic acid 

single 

linear 



(ix) 



OTHER 



FORMATION: N at positions 3, 9 and 12 is C or T; 



N at position 18 is/A or G; N at positions 6 and 15 is A, T, G or C. 

(xi) SEQUENCE /DESCRIPTION: SEQ ID NO: 66: 
TTNTTNGCNT GNAANACNAA 2 0 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

fB) TYPE: 

^(C) STRANDEDNESS 

(D) TOPOLOGY: 

FEATURE : 



17 

nucleic acid 

single 

linear 



123 



(D) OTHER INFORMATION: N at positions 9 and 12 is C or T; /' 
N at positions 3, 6 and 15 is A, T, G or C. / 

/ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 67: 
TGNACNAGNT CNTGNAC 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



/ 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



17 . 

nucleic acid 

single 

linear 



(ix) FEATURE 



(D) OTHER INFORMATION: N at positions 6, 9, and 12 is C or 
T; N at positions 3 and 15 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 

TGNACNAANT CNTGNAC 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



21 

nucleic acid 

single 

linear 




(ix) FEATURE: 



(D) OTHER INFO! 
positions 4 and 16 is A 
T, G or C. 



VTION: N at position 7 is C or T; N at 
G; N at positions 10, 13 and 19 is A, 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 69: 
CATNTANTCN CCNGANTONG C 

(2) INFORMATION/FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



21 



LENGTH : 
TYPE: 

STRANDEDNESS 
TOPOLOGY : 



21 

nucleic acid 

single 

linear 



(D) OTHER INFORMATION: N at position 7 is C or T; N at 
positions 4, 13 and 16 is A or G; N at positions 10 and 19 is A, 
T, d or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 70: 



CATNTANTCN CCNCTNTCNG C 



21 J 

/ 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



71: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



21 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at positions 10 And 19 is C or T; 
N at position 4 is A or G; N at positions 1, 7, 1/ and 16 is A, T, 
G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 71 : y 
NGANTCNGCN AANGANGCNT T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(ix) 



(A) LENGTH: 

(B) TYPE: 

( C ) STRANDEDNESS : 

(D) TOPOLOGY: 

FEATURE : 



xucleic acid 
'single 
linear 



72 : 



(D) OTHER INFORMATION: N at position 19 is C or T; N at 
position 4 is A or G; N at/positions 1, 7, 10, 13 and 16 is A, T, 
G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 72: 
NGANTCNGCN AGNGANGCN/T T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 73: 
(i) SEQUENCE CHARACTERISTICS: 



(A) ^LENGTH : 

(B) / TYPE : 
STRANDEDNESS : 
TOPOLOGY : 



21 

nucleic acid 

single 

linear 



(ix)/ FEATURE: 



(D) OTHER INFORMATION: N at positions 10 and 19 is C or T; 
N at positions 1 and 4 is A or G; N at positions 7, 13 and 16 is A, 
T, G/or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73: 
NCTNTCNGCN AANGANGCNT T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 74: 



(i) 



SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



21 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at position 19 is C or 
positions 1 and 14 is A or G; N at positions 7, 10, 13 — A 
A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 
NCTNTCNGCN AGNGANG CNT T 



N at 
16 is 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



3ER : 



75 : 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 
N at positions 4 and 13 is A or 
A, T, G or C. 



21 

nucleic^ acid 
single 
linear 



'at positions 10 and 19 is C or T; 
N at positions 1, 7 and 16 is 



(xi) SEQUENCE DESCRIPTION/ SEQ ID NO: 75: 
NGANTCNGCN AANCTNGCNT T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



76 : 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOI 



21 

nucleic acid 

single 

linear 



(ix) FEAT 



(D) yOTHER INFORMATION: N at position 19 is C or T; N at 
positions 4 and 13 is A or G; N at positions 1, 7, 10 and 16 is 
A, T, G or 



(xi) Sequence description: seq id no: 76: 
ngantcngcn agnctngcnt t 

(2) Formation for sequence identification number: 
/(i) sequence characteristics: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 



730 

nucleic acid 
single 



21 



77 : 



(D) TOPOLOGY: linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 77: 
GTATGTGTCA GCCATGACCA CCCCGGCTCG TATGTCACCT GTAGATTTCC 
CTCCCCCAAA TCGCCCCCTT CGGAAATGTC TCCACCCGTG TCCAGCATGA 
GCCTTCCATG GCGGTCAGCC CCTTCATGGA AGAAGAGAGA CCTCTACTTC 
ACCAAGGCTG CGGGAGAAGA AGTTTGACCA TCACCCTCAG CAGTTCAGCT 
CAACCCCGCG CATGACAGTA ACAGCCTCCC TGCTAGCCCC TTGAGGATAG 
GGAGTATGAA ACGACCCAAG AGTACGAGCC AGCCCAAGAG CCTGTTAA0A 
TAGCCGGCGG GCCAAAAGAA CCAAGCCCAA TGGCCACATT GCTAAC&GAT 
CAGCAACACA AGCTCCCAGA GCAGTAACTC AGAGAGTGAA ACA0AAGATG 
TGAAGATACG CCTTTCCTGG GCATACAGAA CCCCCTGGCA GCCAGTCTTG 
TGCCTTCCGC CTGGCTGACA GCAGGACTAA CCCAGCAGGc/ CGCTTCTCGA 
AATCCAGGCC AGGCTGTCTA GTGTAATTGC TAACCAAJ^AC CCTATTGCTG 
AAATAAACAC ATAGATTCAC CTGTAAAACT TTAT'pTTATA TAATAAAGTA 
AATTAAACAA 



/ 

ACACGCCAA^ 60 
CGGTGTCCAT 12 0 
TCGTGACACC 180 
CC^TCCACCA 24 0 
'GGAGGATGA 3 00 
AACTCGCCAA 360 
TGGAAGTGGA 42 0 
AAAGAGTAGG 4 80 
AGGCAACACC 540 
CACAGGAAGA 600 
TATAAAACCT 660 
TTCCACCTTA 72 0 
730 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



78: 



(A) LENGTH: 

(B) TYPE: 

(C) S TRANDEDNE S Sy 

(D) TOPOLOGY: 



21 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER /INFORMATION : N at positions 10 and 19 is C or 
T; N at positions y f 4 and 13 is A or G; N at positions 7 and 16 
is A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 78: 
NCTNTCNGCN AAJ^CTNGCNT T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 

(i) Sequence characteristics: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



(ix) FEATURE: 



21 

nucleic acid 

single 

linear 



79: 



(D) OTHER INFORMATION: N at position 19 is C or T; N at 
positions 1, 4 and 13 is A or G; N at positions 7, 10 and 16 is / 
A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 79: 
NCTNCTNGCN AGNCTNGCNT T 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



80, 



(D) OTHER INFORMATION: N at position 9 is A or G; N at 
positions 3, 6, 17 and 18 is A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO/ 80 : 
ACNACNGANA TGGCTCNNGA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTIC 



81: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at position 16 is C or T; N at 
position 9 is A or G/; N at positions 3, 6 and 17 is A, T, G or C. 

(xi) SEQUENCE yDESCRIPTION: SEQ ID NO : 81: 

ACNACNGANA TGGCAGNNGA 2 0 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



82 : 



jfA) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(Yx) FEATURE: 



(D) OTHER INFORMATION: N at position 3 is C or T; N at 
position 6 is A or G; N at positions 9, 15 and 18 is A, T, G or C. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 82: 



CANCANGTNT GGGCNGCNAA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



83 : 



(D) OTHER INFORMATION: N at position 3 is c/or T; N at 
position 15 is A or G; N at positions 9, 15 and 18 if A, T, G or 
C; N at position 12 is A, C or T. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 83 
TTNGTNGTNA TNGANGGNAA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



4BER: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



20 

nucleic acid 
single 
linear 



(ix) FEATURE: 



84 : 



(D) OTHER INFORMATION: /N at positions 9 and 15 is C or T; 
N at position 3 is A or G; N at positions 6, 12 and 18 is A, T, G 
or C. 



(xi) SEQUENCE DESCRIPTION/ SEQ ID NO: 84: 
AANGGNGANG CNCANACNGA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



85 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



(ix) 



FEA1 



(D) 



jTHER INFORMATION: 



20 

nucleic acid 

single 

linear 



N at positions 7 and 15 is C or T; 



N at position/3 is A or G; N at positions 6, 9, 11, 14 and 17 is 
A, T, G or C/ 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 
GANGCNNTNjG CNGCNNTNAA 

(2) INFpfRMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



20 



86: 



\7% 



(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N at position 19 is C or jf N at 
positions 15 and 18 is A or G; N at positions 3, 6, 9 and is 
A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 86: 
GTNGGNTCNG TNCANGANNT 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMB I 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



20 

nucleic 

single 

linear. 



;id 



(ix) FEATURE: 



87 



(D) OTHER INFORMATION: N >at positions 9 and 19 is C or T; 
N at positions 15 and 18 is A or Gy N at positions 3, 6 and 12 is 
A, T, G or C. 



(xi) SEQUENCE DESCRIPTION: #EQ ID NO: 87: 
GTNGGNAGNG TNCANGANNT 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEEfrTESS : 

(D) TOPOLOCZY: 



21 

nucleic acid 

single 

linear 



(ix) FEATURE/ 



88 : 



(D) O^HER INFORMATION: N at positions 4, 7 and 16 is C 
or T; N at position 12 is A or G; N at positions 1, 10 and 19 is 
A, T, G or C;/N at position 13 is A, G or T. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 88: 
NACNTTNTTN ANNATNTGNC C 



21 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(/) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 



417 

nucleic acid 
single 



89: 



13* 



(D) TOPOLOGY: 
(ix) FEATURE: 

(D) OTHER INFORMATION: 
and 135 is unknown. 



linear 



Xaa in positions 14, 23, 90, 100, 124> # 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89: 

TCTAA AAC TAC AGA GAC TGT ATT TTC ATG ATC ATC ATA GTT CTG TGA A#T ATA 53 
Asn Tyr Arg Asp Cys lie Phe Met lie lie lie Val Leu Xaa l(sn lie 
1 5 10 / 15 



CTT AAA CCG CTT TGG TCC TGA TCT TGT AGG AAG TCA GAA CTT CG£ ATT 
Leu Lys Pro Leu Trp Ser Xaa Ser Cys Arg Lys Ser Glu Leu fyrg lie 
.20 25 30 



101 



AGC AAA GCG TCA CTG GCT GAT TCT GGA GAA TAT ATG TGC PJtA GTG ATC 14 9 

Ser Lys Ala Ser Leu Ala Asp Ser Gly Glu Ser Met Cys fas Val lie 
35 40 45 

AGC AAA CTA GGA AAT GAC AGT GCC TCT GCC AAC ATC ACC ATT GTG GAG 197 
Ser Lys Leu Gly Asn Asp Ser Ala Ser Ala Asn Ile/Arg lie Val Glu 
50 55 60/ 

TCA AAC GGT AAG AGA TGC CTA CTG CGT GCT ATT /TCT CAG TCT CTA AGA 245 
Ser Asn Gly Lys Arg Cys Leu Leu Arg Ala lie' Ser Gin Ser Leu Arg 
65 70 iy 80 

GGA GTG ATC AAG GTA TGT GGT CAC ACT TGA /ATC ACG CAG GTG TCT GAA 2 93 

Gly Val He Lys Val Cys Gly His Thr Xaa 7 He Thr Gin Val Ser Glu 
85 BCf 95 

ATC TCA TTG TGA ACA AAT AAA AAT CAT /GAA AGG AAA ACT CTA TGT TTG 341 
He Ser Cys Xaa Thr Asn Lys Asn Hisr Glu Arg Lys Thr Leu Cys Leu 
100 105 110 

AAA TAT CTT ATG GGT CCT CCT GTA /AAG CTC TTC ACT CCA TAA GGT GAA 389 
Lys Tyr Leu Met Gly Pro Pro Vb.1l Lys Leu Phe Thr Pro Xaa Gly Glu 
115 12f0 125 



ATA GAC CTG AAA TAT ATA TAG/ ATT ATT T 
He Asp Leu Lys Tyr He Xa4 He He 
130 1/35 



417 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



33 

nucleic acid 

single 

linear 



(ix) FEATURE: 



90 : 



OTHER INFORMATION: N in position 16 can be A or G; N 
in position 22 can be A or G; N in position 2 8 can be C or T. 

(xi) /SEQUENCE DESCRIPTION: SEQ ID NO: 90: 

CCGAATT?CTG CAGGANACUC ANCCUGANCC UGG 3 3 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



91; 



13) 



(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION 
position 26 can be A, G or T. 



37 

nucleic acid 
single 
linear 



N in position 17 can be A or JS; N in 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91: 
AAGGATCCTG CAGUGTNTAU GCUCCNATUA CCATUGG 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER^ 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



34 

nucleic ac 
single 
linear 



(ix) FEATURE 



OTHER INFORMATION 



position 19 can be C or T; N in 



position 28 can be A or G; N in position 31 can be C or T. 

(xi) SEQUENCE DESCRIPTION: SEj2 ID NO: 92: 
CCGAATTCTG CAGGCUGANT CUGGUGANTA NATG 




(2) INFORMATION FOR SEQUENCE/ IDENTIFICATION NUMBER: 93: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



33 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTrfER INFORMATION: N in position 19 can be C or T; N in 
position 22 can/oe C or T; N in position 28 can be A or G; N in position 
31 can be C or, 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 

CCGAATTCTG yCAGGCUGANA GNGGUGANTA NAT 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i/ SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 



34 

nucleic acid 
single 



13^ 



(D) TOPOLOGY: linear 
(ix) FEATURE: 

(D) OTHER INFORMATION: N in position 19 can be A or G; N in ; 
position 22 can be C or T; N in position 32 can be A or G. y 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94: 

AAGGATCCTG CAGUUUCATN TANTCUCCUG ANTC 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



34 

nucleic acid 

single 

linear 



(ix) FEATURE: 



95 



(D) OTHER INFORMATION: N in position 20 can be A or G; N in 
position 23 can be C or T; N in position 29/fcan be A or G; N in 
position 32 can be A or G. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO/ 95: 
AAGGATCCTG CAGUUUCATN TANTCUCCNC TNTC 



34 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS/ 



96: 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 
position 19 can be A/or G. 



33 

nucleic acid 

single 

linear 



N in position 16 can be C or T; N in 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 96; 
CCGAATTCTG CAGCANCANG TUTGGGCUGC TAA 



33 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 

(i) Sequence characteristics: 



97 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



35 

nucleic acid 

single 

linear 



(ix) FEATURE: 



IS? 



(D) OTHER INFORMATION: N in position 16 can be A or C or T; 
N in position 19 can be C or T; N in position 22 can be C or T; N An 
position 28 can be A or G; N in position 34 can be A or G. / 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 97: 

CCGAATTCTG CAGATNTTNT TNATGGANCC UGANG 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



35 

nucleic acid 

single 

linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: N in posit ic 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 98/ 
CCGAATTCTG CAGGGGGUCC UCCUGCUTTN CCUGT 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



3 0 can be C or T. 



35 



33/ 

cleic acid 
ingle 
linear 




(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



(ix) FEATURE: 

(D) OTHER INFORMATION: N in position 19 can be C or T; N in 
position 28 can be A or C or/T; N in position 31 can be A or G. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 99: 

CCGAATTCTG CAGTGGTTNG TU0TUATNGA NGG 3 3 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



100 : 



(A) LENG 1 

(B) typ: 

(C) STE&NDEDNESS 

(D) TOPOLOGY 



34 

nucleic acid 

single 

linear 



(ix) FEA' 



(DO OTHER INFORMATION: N at position 17, 20, and 2 6 is 
Inosinc. y can be cytidine or thymidine. 

(xi)/ SEQUENCE DESCRIPTION: SEQ ID NO: 100: 

AAGGATCCTG CAGYTTNGC NGCCCANACY TGRTG 34 



I3f 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



101 : 



/ 



33 

nucleic acid 

single 

linear 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: N in position 16 crfn be C or T; N in 
position 22 can be C or T; N in position 28 can be A or G; N in position 
31 can be A or G. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101: 

AAGGATCCTG CAGGCNTCUG GNTC CATNAA NAA / 33 



(2) INFORMATION FOR SEQUENCE IDENTIFICATI9N NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



102 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



33 

nucleic acid 
single 
liniear 



(ix) FEATURE: 

(D) OTHER INFORMATION :/N in position 19 can be A or G. 
(xi) SEQUENCE DESCRIPTION :/SEQ ID NO: 102: 
AAGGATCCTG CAGACUGGNA AUGCUG(3UGG UCC 3 3 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOG 



35 

nucleic acid 

single 

linear 



(ix) FEATURE: 



103 



(D) OT#ER INFORMATION: N in position 14 can be C or T; N in 
position 20 can/be C or T; N in position 23 can be A or G or T; N in 
position 32 car/ be A or G. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 
AAGGATCCTG OAGNTTUCCN TCNATUACUA CNAAC 



35 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



104 : 



(A) LENGTH : 

(B) TYPE: 

(C) STRANDEDNESS: 



33 

nucleic acid 
single 



/3? 



(D) TOPOLOGY: 
(ix) FEATURE: 



linear 



(D) OTHER INFORMATION: N in position 4 can be A or G; N in 
position 7 cna be C or T; N in position 10 can be A or G; n in position 
13 can be C or T. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 104: 
CATNTANTCN TANTCTCUGC AAGGATCCTG CAG 



33 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMB I 
(i) SEQUENCE CHARACTERISTICS: 



105 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



33 

nucleic ac/d 
single 
linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N in /position 16 can be A or G; N 
in position 22 can be C or T; N in position 28 can be C or T. 

(xi) SEQUENCE DESCRIPTION: SEQ l£> NO: 105: 

CCGAATTCTG CAGAANGGUG ANGCUCANAC UGA 33 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



106 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS; 

(D) TOPOLOGY: 



33 

nucleic acid 

single 

linear 



(ix) FEATURE: 



(D) OTHER INFORMATION: N in position 6 can be C or T; N in 
position 12 can be c/or T; N in position 15 can be C or T. 



(xi) SEQUENCE INSCRIPTION: SEQ ID NO: 106: 
GCUGCNAAUG CNTCNTTUGC AAGGATCCTG CAG 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



33 



107 : 



() LENGTH: 

I) TYPE: 

/(C) STRANDEDNESS: 

(D) TOPOLOGY: 



33 

nucleic acid 

single 

linear 



(i*) FEATURE: 



(D) OTHER INFORMATION: N in position 12 can be C or T; N in 
position 15 can be C or T. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 107: 



GCUGCUAGUG CNTCNTTTGC AAGGATCCTG CAG 



3 V 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



108 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 
position 9 can be A or G. 



30 

nucleic acid 

single 

linear 



N in position/b can be A or G; N 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 
TCUGCNAANT AUCCUGCAAG GATCCTGCAG 



5 8 : 



30 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



38 

nucleic acid 

single 

linear 



109: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109: 
CATCGATCTG CAGGCTGATT/CTGGAGAATA TATGTGCA 



38 



(2) INFORMATION FOfl SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE/ CHARACTERISTICS : 



(A) LENGTH: 

(B) /TYPE: 
{Cy STRANDEDNESS ; 

TOPOLOGY : 



37 

nucleic acid 

single 

linear 



(xi) /SEQUENCE DESCRIPTION: SEQ ID NO: 110: 
AAGGATGCTG CAGCCACATC TCGAGTCGAC ATCGATT 



110 : 



37 



(2) /INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



37 

nucleic acid 

single 

linear 



111: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111: 



1^ 



CCGAATTCTG CAGTGATCAG CAAACTAGGA AATGACA 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS ; 

(D) TOPOLOGY: 



37 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 112 
CATCGATCTG CAGCCTAGTT TGCTGATCAC TTTGCAC 



112 ; 



/ 



3 V 

/ 



/ 



37 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



/nucleic acid 
single 
linear 



(xi) SEQUENCE DESCRIPTION^ SEQ ID NO: 113: 
AAGGATCCTG CAGTATATTC TCCAj^AATCA GCCAGTG 



113 : 



37 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGT 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TO PROLOG Y: 



34 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 
AAGGATCCTG CJU3GCACGCA GTAGGCATCT CTTA 



114 : 



34 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
( i ) /SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

'(C) STRANDEDNESS: 

(D) TOPOLOGY: 



35 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115: 
CCGAATTCTG CAGCAGAACT TCGCATTAGC AAAGC 



115 : 



35 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



116 ; 



(A) LENGTH: 3 3 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 116: 
CATCCCGGGA TGAAGAGTCA GGAGTCTGTG GCA 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER \ 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 

(B) TYPE: nucleic acXd 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID N0: 117: 
ATACCCGGGC TGCAGACAAT GAGATTTCAC ACACCTGCG 

(2) INFORMATION FOR SEQUENCE IDEN^F I CATION NUMBER 
(i) SEQUENCE CHARACTERISTICS': 

(A) LENGTH: / 36 

(B) TYPE: / nucleic acid 

(C) STRANDEDNESS: / single 

(D) TOPOLOGY: / linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 118: 
AAGGATCCTG CAGTTTGGAA jCCTGCCACAG ACTCCT 

(2) INFORMATION FOR/SEQUENCE IDENTIFICATION NUMBER 
( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3 9 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) /TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 119: 
ATACCCGGGC TGCAGATGAG ATTTCACACA CCTGCGTGA 



(2) ^FORMATION FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12 

(B) TYPE: amino acid 

(C) STRANDEDNESS: 

( D ) TOPOLOGY : 1 inear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 12 0: 



His Gin Val Trp Ala Ala Lys Ala Ala Gly Leu Lys 
15 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



122 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



16 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 121: 

Gly Gly Leu Lys Lys Asp Ser Leu Leu Thr Val/Arg Leu Gly Ala Asn 
1 5 10 / 15 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 122; 
(i) SEQUENCE CHARACTERISTICS: 

(3 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



/amino acid 
linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 12 is unknown. 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 122: 

Leu Gly Ala Trp Gly Pro Pro Ala Phe Pro Val Xaa Tyr 
1 5 / 10 

(2) INFORMATION FOR/SEQUENCE IDENTIFICATION NUMBER: 123 
(i) SEQUENCE QHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



23 

amino acid 



(xi) SEC 



linear 

INCE DESCRIPTION: SEQ ID NO: 123: 



Leu Leu Thr Val Arg Leu Gly Ala Trp Gly His Pro Ala Phe Pro Ser 
1/5 10 15 

Cys Gly Arg Leu Lys Glu Asp 
20 



(2)/ INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 



13 

amino acid 



124 : 



(D) TOPOLOGY: 
(ix) FEATURE: 



linear 



(D) OTHER INFORMATION: Xaa in position 10 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 124: 

Tyr lie Phe Phe Met Glu Pro Glu Ala Xaa Ser Ser Gly 
15 10 



/ 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



125 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



23 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: >i25: 
Lys Glu Asp Ser Arg Tyr lie Phe Phe Met /Glu Pro Glu Ala Asn Ser 



15 



Ser Gly Gly Pro Gly Arg Leu 
20 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTIC 



126 ; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



14 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 12 6: 



Val Ala Gly Ser Lys Leu Val Leu Arg Cys Glu Thr Ser Ser 
1 5 / 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
( i ) SEQUENCE /CHARACTERISTICS : 



127; 



(A) LENGTH: 

(B) TYPE: 

(C) /STRANDEDNESS: 

(D) / TOPOLOGY: 



16 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 12 7: 



Glu Tyr/Lys Cys Leu Lys Phe Lys Trp Phe Lys Lys Ala Thr Val Met 
1/5 10 15 



(2) /INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 128: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



26 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 12 8: 

Cys Glu Thr Ser Ser Glu Tyr Ser Ser Leu Lys Phe Lys Trp Phe Lys 
15 10 / 15 

Asn Gly Ser Glu Leu Ser Arg Lys Asn Lys 
20 25 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(ix) FEATURE: 

(D) OTHER INFORMATION: 



13 

amino 
linea; 



Xaa in position 12 is unknown. 



(xi) SEQUENCE DESCRIPTION: SEQ /ID NO: 12 9: 

Lys Ala Ser Leu Ala Asp Ser Gly Giu Tyr Met Xaa Lys 
1 5 / 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS : 



23 

amino acid 




129 



130: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNES 

(D) TOPOLOGY: / linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 13 0: 

Glu Leu Arg lie Ser /ys Ala Ser Leu Ala Asp Ser Gly Glu Tyr Met 
1 5/ 10 15 

Cys Lys Val lie S^r Lys Leu 
20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



131: 



(A) LENGTH: 
!) TYPE: 

STRANDEDNESS 
'(D) TOPOLOGY: 



12 

amino acid 



linear 

(xi/ SEQUENCE DESCRIPTION: SEQ ID NO : 131: 

Ala Sefr Leu Ala Asp Glu Tyr Glu Tyr Met Arg Lys 
1 / 5 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



22 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132: 

Leu Arg lie Ser Lys Ala Ser Leu Ala Asp Ser Gly 
15 10 

Lys Val lie Ser Lys Leu 
20 



132 



Lu Tyr Met Cys 
15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



133 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



744 

nucleic acid 
single 
lii 



(xi) SEQUENCE DESCRIPTION: SEQ /ID NO: 13 3: 

CCTGCAG CAT CAA GTG TGG GCG GCG AAA GCC GGG GGC TTG AAG AAG 
His Gin Val Trp Ala Ala Eys Ala Gly Gly Leu Lys Lys 
1 5 / 10 



CTC ACC GTG CGC CTG GGC GCC 
Leu Thr Val Arg Leu Gly Ala 
20 



GGC CAC CCC GCC TTC CCC TCC 
Gly His Pro Ala Phe Pro Ser 
25 30 



GGG CGC CTC AAG GAG GAC AGQf AGG TAC ATC TTC TTC ATG GAG CCC 

Gly Arg Leu Lys Glu Asp S&r Arg Tyr lie Phe Phe Met Glu Pro 

35 / 40 45 

GCC AAC AGC AGC GGC GGg/ CCC GGC CGC CTT CCG AGC CTC CTT CCC 

Ala Asn Ser Ser Gly Gly Pro Gly Arg Leu Pro Ser Leu Leu Pro 
50 / 55 60 

TCT CGA GAC GGG CCg/gAA CCT CAA GAA GGA GGT CAG CCG GGT GCT 

Ser Arg Asp Gly Prof Glu Pro Gin Glu Gly Gly Gin Pro Gly Ala 
65 / 70 75 

CAA CGG TGC GCC /fcTG CCT CCC CGC TTG AAA GAG ATG AAG AGT CAG 

Gin Arg Cys Ala/ Leu Pro Pro Arg Leu Lys Glu Met Lys Ser Gin 
85 90 95 

TCT GTG GCAy^GT TCC AAA CTA GTG CTT CGG TGC GAG ACC AGT TCT 

Ser Val Ala/ Gly Ser Lys Leu Val Leu Arg Cys Glu Thr Ser Ser 
100 105 110 

TAC TCC ^CT CTC AAG TTC AAG TGG TTC AAG AAT GGG AGT GAA TTA 

Tyr Ser/ Ser Leu Lys Phe Lys Trp Phe Lys Asn Gly Ser Glu Leu 

115 120 125 

CGA ^AG AAC AAA CCA GAA AAC ATC AAG ATA CAG AAA AGG CCG GGG 

Arg /Lys Asn Lys Pro Glu Asn lie Lys lie Gin Lys Arg Pro Gly 
130 135 140 



GAC TCG CTG 
Asp Ser Leu 
15 

TGC 103 
Cys 



GAG 151 
Glu 



CCC 199 
Pro 



GTG 247 

Val 

80 

GAG 2 95 
Glu 



GAA 343 
Glu 



AGC 3 91 
Ser 



AAG 439 
Lys 



/ 



TCA GAA CTT CGC ATT AGC AAA GCG TCA CTG GCT 
Ser Glu Leu Arg lie Ser Lys Ala Ser Leu Ala 
145 150 155 

ATG TGC AAA GTG ATC AGC AAA CTA GGA AAT GAC 
Met Cys Lys Val lie Ser Lys Leu Gly Asn Asp 
165 170 

ATC ACC ATT GTG GAG TCA AAC GGT AAG AGA TGC 
lie Thr lie Val Glu Ser Asn Gly Lys Arg Cys 
180 185 

TCT CAG TCT CTA AGA GGA GTG ATC AAG GTA TGT 
Ser Gin Ser Leu Arg Gly Val lie Lys Val Cys 
195 200 

TGAATCACGC AGGTGTGTGA AATCTCATTG TCAACAAATA j 

AAAAAAAAAA AATCGATGTC GACTCGAGAT GTGGCTGGZ 



GAT TCT GGA GAA TAT 4 87 
Asp Ser Gly G^u Tyr 



/ 



160 



/ 



AGT GCC TCT' GCC AAC 535 
Ser Ala Sqt Ala Asn 
175 

CTA CT(y CGT GCT ATT 583 
Leu L^u Arg Ala lie 
190 



GGT/CAC ACT 
Gl/ His Thr 
205 



625 



/TCATGA AAGGAAAAAA 685 
GTCGACTCTA GAGGATCCC 744 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 

1] 



134 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 

(xi) SEQUENCE DESCRIPTION: 

CCTGCAG CAT CAA GTG TGG GCG Gi 
His Gin Val Trp Ala 
1 5 



icleic acid 
igle 
^linear 

3Q ID NO: 134: 

AAA GCC GGG GGC TTG AAG AAG 
La Lys Ala Gly Gly Leu Lys Lys 
10 



CTC ACC GTG CGC CTG GGC GC(C TGG GGC CAC CCC GCC TTC CCC TCC 
Leu Thr Val Arg Leu Gly A^a Trp Gly His Pro Ala Phe Pro Ser 
20 / 25 30 

GGG CGC CTC AAG GAG GAC/aGC AGG TAC ATC TTC TTC ATG GAG CCC 
Gly Arg Leu Lys Glu Asp Ser Arg Tyr lie Phe Phe Met Glu Pro 
35 / 40 45 

GCC AAC AGC AGC GGC J^GG CCC GGC CGC CTT CCG AGC CTC CTT CCC 
Ala Lys Ser Ser Gly/Gly Pro Gly Arg Leu Pro Ser Leu Leu Pro 
50 / 55 60 



GAC TCG CTG 
Asp Ser Leu 
15 

TGC 103 
Cys 



GAG 151 
Glu 



CCC 199 
Pro 



TCT CGA GAC GGG 
Ser Arg Asp Gly 
65 



:G GAA CCT CAA GAA GGA GGT CAG CCG GGT GCT 
Glu Pro Gin Glu Gly Gly Gin Pro Gly Ala 
70 75 



CAA CGG TGC GOG TTG CCT CCC CGC TTG AAA GAG ATG AAG AGT CAG 
Gin Arg Cys PfLa. Leu Pro Pro Arg Leu Lys Glu Met Lys Ser Gin 
85 90 95 

TCT GTG GCTJ GGT TCC AAA CTA GTG CTT CGG TGC GAG ACC AGT TCT 
Ser Val Al£ Gly Ser Lys Leu Val Leu Arg Cys Glu Thr Ser Ser 
100 105 110 



GTG 247 

Val 

80 

GAG 2 95 
Glu 



GAA 343 
Glu 



TAC TCC TCT CTC AAG TTC AAG TGG TTC AAG AAT GGG AGT GAA TTA AGC 3 91 
Tyr Ser/Ser Leu Lys Phe Lys Trp Phe Lys Asn Gly Ser Glu Leu Ser 
115 120 125 



/ 



CGA AAG AAC AAA CCA GAA AAC ATC AAG ATA CAG AAA AGG CCG GGG AAG 43 9 
Arg Lys Asn Lys Gly Gly Asn lie Lys lie Gin Lys Arg Pro Gly Lys 
130 135 140 

TCA GGA CTT CGC ATT AGC AAA GCG TCA CTG GCT GAT TCT GGA Gi\A TAT 4 87 
Ser Gly Leu Arg He Ser Lys Ala Ser Leu Ala Asp Ser Gly Glu Tyr 
145 150 155 / 160 

ATG TGC AAA GTG ATC AGC AAA CTA GGA AAT GAC AGT GCC TC^ GCC AAC 535 
Met Cys Lys Val He Ser Lys Leu Gly Asn Asp Ser Ala sdr Ala Asn 
165 170 / 175 

ATC ACC ATT GTG GAG TCA AAC GCC ACA TCC ACA TCT ACA GCT GGG ACA 583 
He Thr He Val Glu Ser Asn Ala Thr Ser Thr Ser Thr Ala Gly Thr 
180 185 / 190 

AGC CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA AC£ TTC TGT GTG AAT 631 
Ser His Leu Val Lys Ser Ala Glu Lys Glu Lys Thr Phe Cys Val Asn 
195 200 / 205 

GGA GGC GAG TGC TTC ATG GTG AAA GAC CTT TCA AAT CCC TCA AGA TAC 67 9 
Gly Gly Glu Cys Phe Met Val Lys Asp Leu sAr Asn Pro Ser Arg Tyr 
210 215 / 220 

TTG TGC AAG TGC CAA CCT GGA TTC ACT GG^ GCG AGA TGT ACT GAG AAT 727 
Leu Cys Lys Cys Gin Pro Gly Phe Thr GW Ala Arg Cys Thr Glu Asn 
225 230 / 235 240 

GTG CCC ATG AAA GTC CAA ACC CAA GAA/AGT GCC CAA ATG AGT TTA CTG 775 
Val Pro Met Lys Val Gin Thr Gin Gl^f Ser Ala Gin Met Ser Leu Leu 
245 / 250 255 

GTG ATC GCT GCC AAA ACT ACG TAA/GGCCAG CTTCTACAGT ACGTCCACTC 826 
Val He Ala Ala Lys Thr Thr 
260 

CCTTTCTGTC TCTGCCTGAA TAGCGC^ATCT CAGTCGGTGC CGCTTTCTTG TTGCCGCATC 886 
TCCCCTCAGA TTCCTCCTAG AGC^AGATGC GTTTTACCAG GTCTAACATT GACTGCCTCT 946 
GCCTGTCGCA TGAGAACATT A#CACAAGCG ATTGTATGAC TTCCTCTGTC CGTGACTAGT 1006 
GGGCTCTGAG CTACTCGTAG /6TGCGTAAGG CTCCAGTGTT TCTGAAATTG ATCTTGAATT 1066 
ACTGTGATAC GACATGATAJS TCCCTCTCAC CCAGTGCAAT GACAATAAAG GCCTTGAAAA 1126 
GTCAAAAAAA AAAAAAA#AA AAAAAATCGA TGTCGACTCG AGATGTGGCT GCAGGTCGAC 1186 
TCTAGAG / 1193 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 

(i) SEQUENCE CHARACTERISTICS: 
(A)/ LENGTH: 1108 base pairs 
{m TYPE: nucleic acid 

:) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

^ii) MOLECULE TYPE: cDNA 
/(ix) FEATURE: 

(A) NAME /KEY : Coding Sequence 

(B) LOCATION: 8. . .778 
(D) OTHER INFORMATION: 



135 : 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 



CCTGCAG CAT CAA GTG 
His Gin Val 
1 

TCG CTG CTC ACC GTG 
Ser Leu Leu Thr Val 
15 

TCC TGC GGG CGC CTC 
Ser Cys Gly Arg Leu 
35 

CCC GAG GCC AAC AGC 
Pro Glu Ala Asn Ser 
50 

CCC CCC TCT CGA GAC 
Pro Pro Ser Arg Asp 
65 

GCT GTG CAA CGG TGC 
Ala Val Gin Arg Cys 
80 

CAG GAG TCT GTG GCA 
Gin Glu Ser Val Ala 
95 



TGG GCG GCG 
Trp Ala Ala 
5 

CGC CTG GGC 
Arg Leu Gly 
20 

AAG GAG GAC 
Lys Glu Asp 



AGC GGC GGG 
Ser Gly Gly 



GGG CCG GAA 
Gly Pro Glu 
70 

GCC TTG CCT 
Ala Leu Pro 
85 

GGT TCC AAA 
Gly Ser Lys 
100 



AAA GCC 
Lys Ala 



GCC TGG 
Ala Trp 



AGC AGG 
Ser Arg 
40 

CCC GGC 
Pro Gly 
55 

CCT CAA 
Pro Gin 



GGG GGC 
Gly Gly 
10 

GGC CAC 
Gly His 
25 

TAC ATC 
Tyr lie 



CGC CTT, 
Arg Le v 



GAA/GGA 
Glyr Gly 



CCC CGC TTG AAA 
Pro Arg/Leu Lys 
90 

CTA GtG CTT CGG 
Leu /val Leu Arg 
105 



TTG AAG AAG GAC 4 9 
Leu Lys hys Asp 

CCC GCCT TTC CCC 97 
Pro A]/4 Phe Pro 
30 

TTC/TTC ATG GAG 14 5 
Phi Phe Met Glu 
45 

'CCG AGC CTC CTT 193 
Pro Ser Leu Leu 
60 

GGT CAG CCG GGT 241 

Gly Gin Pro Gly 

75 

GAG ATG AAG AGT 289 
Glu Met Lys Ser 



TGC GAG ACC AGT 3 37 
Cys Glu Thr Ser 
110 



TCT GAA TAC TCC TCT 
Ser Glu Tyr Ser Ser 
115 



CTC AAG TTC 
Leu Lys Phe 



.G TGG TTC AAG 
jys Trp Phe Lys 
120 



AAT GGG AGT GAA 
Asn Gly Ser Glu 
125 



385 



TTA AGC CGA AAG AAC 
Leu Ser Arg Lys Asn 
130 



AAA CCA Ql 
Lys Pro Glu 



AAC ATC AAG ATA 
Asn lie Lys lie 
135 



CAG AAA AGG CCG 
Gin Lys Arg Pro 
140 



433 



GGG AAG TCA GAA CTT 
Gly Lys Ser Glu Leu 
145 

GAA TAT ATG TGC AAA 
Glu Tyr Met Cys Lys 
160 



CGC ATT AGC 
Arg y±e Ser 
150 

GTjS ATC AGC 
v/l He Ser 
165 



AAA GCG TCA CTG 
Lys Ala Ser Leu 



AAA CTA GGA AAT 
Lys Leu Gly Asn 
170 



GCT GAT TCT GGA 481 
Ala Asp Ser Gly 
155 

GAC AGT GCC TCT 52 9 
Asp Ser Ala Ser 



GCC AAC ATC ACC ATJJ 
Ala Asn He Thr i/e 
175 



GTG GAG TCA AAC GCC ACA TCC ACA TCT ACA GCT 
Val Glu Ser Asn Ala Thr Ser Thr Ser Thr Ala 
180 185 190 



577 



GGG ACA AGC CAT CTT 
Gly Thr Ser qis Leu 
195 



GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC TGT 
Val Lys Cys Ala Glu Lys Glu Lys Thr Phe Cys 
200 205 



625 



GTG AAT GGA GGC GAG 
Val Asn G/y Gly Glu 
210 



TGC TTC ATG GTG AAA GAC CTT TCA AAT CCC TCA 
Cys Phe Met Val Lys Asp Leu Ser Asn Pro Ser 
215 220 



673 



AGA TAG TTG TGC AAG 
Arg Tyr Leu Cys Lys 
225 



TGC CCA AAT 
Cys Pro Asn 
230 



GAG TTT ACT GGT 
Glu Phe Thr Gly 



GAT CGC 
Asp Arg 
235 



TGC CAA 
Cys Gin 



721 



AAC /TAC GTA ATG GCC 
Asn/Tyr Val Met Ala 



AGC TTC TAC 
Ser Phe Tyr 



AGT ACG TCC ACT CCC TTT CTG TCT 
Ser Thr Ser Thr Pro Phe Leu Ser 



769 



240 



245 



250 



CTG CCT GAA TAGCGCATCT CAGTCGGTGC CGCTTTCTTG TTGCCGCATC TCCCCTCAG 827 
Leu Pro Glu / 
255 / 

ATTCCGCCTA GAGCTAGATG CGTTTTACCA GGTCTAACAT TGACTGCCTC TGJZCTGTCGC 887 
ATGAGAACAT TAACACAAGC GATTGTATGA CTTCCTCTGT CCGTGACTAG TGGGCTCTGA 947 
GCTACTCGTA GGTGCGTAAG GCTCCAGTGT TTCTGAAATT GATCTTGAAT /TACTGTGATA 1007 
CGACATGATA GTCCCTCTCA CCCAGTGCAA TGACAATAAA GGCCTTGAA^ AGTCAAAAAA 1067 
AAAAAAAAAA AAAAAATCGA TGTCGACTCG AGATGTGGCT G / 1108 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENCE CHARACTERISTICS: 



136 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



559 

nucleic ac/d 
single 
linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: N in position 214 is unknown, 
(xi) SEQUENCE DESCRIPTION: SEQ II/NO: 13 6: 



AGTTTCCCCC 


CCCAACTTGT 


CGGAACTCTG 


GGCTCGCGCG 


CAGGGCAGGA 


GCGGAGCGGC 


60 


GGCGGCTGCC 


CAGGCGATGC 


GAGCGCGGGCy 


/CGGACGGTAA 


TCGCCTCTCC 


CTCCTCGGGC 


120 


TGCGAGCGCG 


CCGGACCGAG 


GCAGCGACAG 


GAGCGGACCG 


CGGCGGGAAC 


CGAGGACTCC 


180 


CCAGCGGCGC 


GCCAGCAGGA 


GCCACCCCGC 


GAGNCGTGCG 


ACCGGGACGG 


AGCGCCCGCC 


240 


AGTCCCAGGT 


GGCCCGGACC 


GCACOTTGCG 


TCCCCGCGCT 


CCCCGCCGGC 


GACAGGAGAC 


300 


GCTCCCCCCC 


ACGCCGCGCG 


CGOCTCGGCC 


CGGTCGCTGG 


CCCGCCTCCA 


CTCCGGGGAC 


360 


AAACTTTTCC 


CGAAGCCGAT 


CjCCAGCCCTC 


GGACCCAAAC 


TTGTCGCGCG 


TCGCCTTCGC 


420 


CGGGAGCCGT 


CCGCGCAGAG/ 


'CGTGCACTTC 


TCGGGCGAG ATG TCG GAG 
Met Ser Glu 


CGC AGA 
Arg Arg 


474 



GAA GGC AAA GGC AAG GGG AAG GGC GGC AAG AAG GAC CGA GGC TCC GGG 522 

Glu Gly Lys Gly ^ys Gly Lys Gly Gly Lys Lys Asp Arg Gly Ser Gly 
10 15 20 

AAG AAG CCC GTiS CCC GCG GCT GGC GGC CCG AGC CCA G 55 9 

Lys Lys Pro Va± Pro Ala Ala Gly Gly Pro Ser Pro Ala 
/25 30 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) /SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



252 

nucleic acid 

single 

linear 



137: 



1*1 



(ix) FEATURE : 

(D) OTHER INFORMATION: N in position 8 could be either 
A or G. / 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 137: 



CC CAT CAN GTG TGG GCG GCG AAA GCC GGG GGC TTG AAG 
His Gin Val Trp Ala Ala Lys Ala Gly Gly Leu Lys 
15 10 

CTG CTC ACC GTG CGC CTG GGC GCC TGG GGC CAC CCC £CC 
Leu Leu Thr Val Arg Leu Gly Ala Trp Gly His Pre/ Ala 
20 25 

TGC GGG CGC CTC AAG GAG GAC AGC AGG TAC ATC /fcTC TTC 
Cys Gly Arg Leu Lys Glu Asp Ser Arg Tyr lie/ Phe Phe 
35 40 

GAG GCC AAC AGC AGC GGC GGG CCC GGC CGC *5tT CCG AGC 
Glu Ala Asn Ser Ser Gly Gly Pro Gly Aro/Leu Pro Ser 
50 55 / 60 

CCC TCT CGA GAC GGG CCG GAA CCT CAA J&kA GGA GGT CAG 
Pro Ser Arg Asp Gly Pro Glu Pro Gin/ Glu Gly Gly Gin 
65 70 / 75 

GTG CAA CGG TGC G 
Val Gin Arg Cys 
80 



GAC TCG 47 
Asp Ser 
15 

TTC CCC TCC 95 
Phe Pro Ser 
30 

ATG GAG CCC 143 
Met Glu Pro 
45 



CTC CTT CCC 
Leu Leu Pro 



191 



CCG GGT GCT 23 9 
Pro Gly Ala 

252 



(2) 



INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



138 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDMESS : 

(D) TOPOLOGY: 



178 

nucleic acid 

single 

linear 



CCT 
Leu 
1 

GTT 
Ser 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO : 13 8: 

TGC CTC CCC GCT TGA AAG AGA TGA AGA GTC AGG AGT CTG TGG CAG 48 
Pro Pro Arg jzeu Lys Glu His Lys Ser Gin Glu Ser Val Ala Gly 
5 10 15 

CCA AAC TAfe TGC TTC GGT GCG AGA CCA GTT CTG AAT ACT CCT CTC 96 
Lys Leu ykl Leu Arg Cys Glu Thr Ser Ser Glu Tyr Ser Ser Leu 
20 25 30 



TCA AGT TCA AGT GGT TCA AGA ATG GGA GTG AAT TAA GCC GAA AGA ACA 144 
Lys Phe Lys Trp Phe Lys Asn Gly Ser Glu Leu Ser Arg Lys Asn Lys 
35 40 45 

AAC CAtf AAA ACA TCA AGA TAC AGA AAA GGC CGG G 178 
Pro G]/y Asn lie Lys lie Gin Lys Arg Pro Gly 
0 55 



(2)/ INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



139: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



122 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 13 9: 

G AAG TCA GAA CTT CGC ATT AGC AAA GCG TCA CTG GCT GAT TCXf GGA 46 
Lys Ser Glu Leu Arg lie Ser Lys Ala Ser Leu Ala Asp Ser Gly 
1 5 10 / 15 

GAA TAT ATG TGC AAA GTG ATC AGC AAA CTA GGA AAT GAG/ACT GCC TCT 94 
Glu Tyr Met Cys Lys Val lie Ser Lys Leu Gly Asn Asp Ser Ala Ser 
20 25 / 30 

GCC AAC ATC ACC ATT GTG GAG TCA AAC G / 122 

Ala Asn He Thr He Val Glu Ser Asn Ala 
35 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 

417/ 



140: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



:leic acid 
Lngle 
Lnear 



(xi) SEQUENCE DESCRIPTION: SfcQ ID NO : 14 0: 

TCTAAAACTA CAGAGACTGT ATTTTCATGA TCATCATAGT TCTGTGAAAT ATACTTAAAC 60 

CGCTTTGGTC CTGATCTTGT AGG A£G TCA GAA CTT CGC ATT AGC AAA GCG 110 

dys Ser Glu Leu Arg He Ser Lys Ala 
1 5 

TCA CTG GCT GAT TCT GGA/GAA TAT ATG TGC AAA GTG ATC AGC AAA CTA 158 
Ser Leu Ala Asp Ser Gly Glu Tyr Met Cys Lys Val He Ser Lys Leu 
10 IS 20 25 

GGA AAT GAC AGT GCC/TCT GCC AAC ATC ACC ATT GTG GAG TCA AAC GGT 2 06 
Gly Asn Asp Ser Ala Ser Ala Asn He Thr He Val Glu Ser Asn Gly 
SO 35 40 

AAG AGA TGC CTA/CTG CGT GCT ATT TCT CAG TCT CTA AGA GGA GTG ATC 254 
Lys Arg Cys Leid Leu Arg Ala He Ser Gin Ser Leu Arg Gly Val He 
[5 50 55 

AAG GTA TGT/GGT CAC ACT TGAATCACGC AGGTGTGTGA AATCTCATTG 3 02 
Lys Val Cyst Gly His Thr 

TGAACAA#TA AAAATCATGA AAGGAAAACT CTATGTTTGA AATATCTTAT GGGTCCTCCT 3 62 

GTAAAGCTCT TCACTCCATA AGGTGAAATA GACCTGAAAT ATATATAGAT TATTT 417 



(2) /INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



141: 



(i) 



SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



102 

nucleic acid 

single 

linear 



/ 



/ 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141: 



AG ATC ACC ACT GGC ATG CCA GCC TCA ACT GAG ACA GCG TAT^ GTG TCT 
Glu He Thr Thr Gly Met Pro Ala Ser Thr Glu Thr Ala T/r Val Ser 
1 5 10 / 15 



TCA GAG TCT CCC ATT AGA ATA TCA GTA TCA ACA GAA 
Ser Glu Ser Pro He Arg He Ser Val Ser Thr Glu 
20 25 

TCT TCA T 
Ser Ser Ser 
35 



ACA AAT ACT 
Thr Asn Thr 
30 



47 



95 



102 



(2) INFORMATION FOR SEQUENCE I DENT I F I CAlfe ON NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 

65 



142 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



acleic acid 
, Jle 
linear 



(xi) SEQUENCE DESCRIPTION: BEQ ID NO: 142: 

AAG TGC CAA CCT GGA TTC ACT GGA GCG AGA TGT ACT GAG AAT GTG CCC 4 8 
Lys Cys Gin Pro Gly Phe Thr JGly Ala Arg Cys Thr Glu- Asn Val Pro 
1 5/10 15 

ATG AAA GTC CAA ACC CAA G&A 69 
Met Lys Val Gin Thr Gin /3lu 
20 



(2) INFORMATION /FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



143 : 



(A/ LENGTH: 
0 TYPE : 

:) STRANDEDNESS: 
'(D) TOPOLOGY: 



60 

nucleic acid 

single 

linear 



(xy) SEQUENCE DESCRIPTION: SEQ ID NO: 143: 



AAG /TGC CCA AAT GAG TTT ACT GGT GAT CGC TGC CAA AAC TAC GTA ATG 
Lys/ Cys Pro Asn Glu Phe Thr Gly Asp Arg Cys Gin Asn Tyr Val Met 

5 10 15 



48 



?CC AGC TTC TAC 
\.la Ser Phe Tyr 



60 



15* 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



36 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 144; 



144 : 



AGT ACG TCC ACT CCC TTT CTG TCT CTG CCT GAA TAG 
Ser Thr Ser Thr Pro Phe Leu Ser Leu Pro Glu 
, 1 5 10 



36 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION/ 
(i) SEQUENCE CHARACTERISTICS: 



yiBER: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



27 

nucleic acid 
single 
linear 



145 ; 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145: 

AAG CAT CTT GGG ATT GAA TTT ATG/GAG 
Lys His Leu Gly lie Glu Phe Me}/ Glu 
1 5 



27 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



146 : 



(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDED? 

(D) TOPOLOG) 



CSS : 



569 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 146: 



AAA 
Lys 
1 

TGC 
Cys 



GCG GAG GAG 
Ala Glu Glu, 



rC TAC CAG AAG AGA GTG CTC ACC ATT 
Tyr Gin Lys Arg Val Leu Thr lie 
5 10 



ATC GCG C^G CTC GTG GTT GGC ATC ATG TGT GTG GTG 
He Ala i.eu Leu Val Val Gly He Met Cys Val Val 
20 25 



ACC GGC 
Thr Gly 
15 

GTC TAC 
Val Tyr 
30 



ATT 
He 



TGC 
Cys 



48 



96 



AAA ACC A#G AAA CAA CGG AAA AAG CTT CAT. GAC CGG CTT 
Lys Thr ^ys Lys Gin Arg Lys Lys Leu His Asp Arg Leu 
35 40 45 

CTT CG<S TCT GAA AGA AAC ACC ATG ATG AAC GTA GCC AAC 
Leu Arg Ser Glu Arg Asn Thr Met Met Asn Val Ala Asn 
10 55 60 



CGG CAG 
Arg Gin 



GGG CCC 
Gly Pro 



AGC 
Ser 



CAC 
His 



144 



192 



Iff 



CAC CCC AAT CCG CCC CCC GAG AAC GTG CAG CTG GTG AAT CAA TAC GTA 

His Pro Asn Pro Pro Pro Glu Asn Val Gin Leu Val Asn Gin Tyr Val/ 

65 70 75 80* 

/ 

TCT AAA AAT GTC ATC TCT AGC GAG CAT ATT GTT GAG AGA GAG GCG GAG 

Ser Lys Asn Val lie Ser Ser Glu His He Val Glu Arg Glu Ala/Glu 
85 90 9f 

AGC TCT TTT TCC ACC AGT CAC TAC ACT TCG ACA GCT CAT CAT rfCC ACT 
Ser Ser Phe Ser Thr Ser His Tyr Thr Ser Thr Ala His Hi|/ Ser Thr 
100 105 11 

ACT GTC ACT CAG ACT CCC AGT CAC AGC TGG AGC AAT GGA/CAC ACT GAA 
Thr Val Thr Gin Thr Pro Ser His Ser Trp Ser Asn Gly His Thr Glu 
115 120 175 

AGC ATC ATT TCG GAA AGC CAC TCT GTC ATC GTG ATG/TCA TCC GTA GAA 
Ser He He Ser Glu Ser His Ser Val He Val Met/ Ser Ser Val Glu 
130 135 Wo 

AAC AGT AGG CAC AGC AGC CCG ACT GGG GGC CCG AGA GGA CGT CTC AAT 
Asn Ser Arg His Ser Ser Pro Thr Gly Gly Pre/ Arg Gly Arg Leu Asn 
145 150 175 160 

GGC TTG GGA GGC CCT CGT GAA TGT AAC AGC/TTC CTC AGG CAT GCC AGA 
Gly Leu Gly Gly Pro Arg Glu Cys Asn Se/ Phe Leu Arg His Ala Arg 
165 VfO 175 

GAA ACC CCT GAC TCC TAC CGA GAC TCl/CCT CAT AGT G AAAG 
Glu Thr Pro Asp Ser Tyr Arg Asp Sft Pro His Ser 
180 



(2) INFORMATION FOR SEQUENCE/IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



147: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDIjfiSS : 

(D) TOPOLOGY 



730 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 147: 



G TAT GTA TCA GCA ATG ACC ACC CCG GCT CGT ATG TCA CCT GTA GAT 
Tyr Val Ser Aia Met Thr Thr Pro Ala Arg Met Ser Pro Val Asp 
1/5 10 15 

TTC CAC ACG VCA AGC TCC CCC AAG TCA CCC CCT TCG GAA ATG TCC CCG 
Phe His Thr/Pro Ser Ser Pro Lys Ser Pro Pro Ser Glu Met Ser Pro 
20 25 30 

CCC GTG ybC AGC ACG ACG GTC TCC ATG CCC TCC ATG GCG GTC AGT CCC 
Pro Val /Ser Ser Thr Thr Val Ser Met Pro Ser Met Ala Val Ser Pro 
35 40 45 

TTC G/G GAA GAG GAG AGA CCC CTG CTC CTT GTG ACG CCA CCA CGG CTG 
Phe yal Glu Glu Glu Arg Pro Leu Leu Leu Val Thr Pro Pro Arg Leu 
50 55 60 



C9G GAG AAG TAT GAC CAC CAC GCC CAG CAA TTC AAC TCG TTC CAC TGC 
rg Glu Lys Tyr Asp His His Ala Gin Gin Phe Asn Ser Phe His Cys 
65 70 75 



/ 



AAC CCC GCG CAT GAG AGC AAC AGC CTG CCC CCC AGC CCC TTG AGG ATA 
Asn Pro Ala His Glu Ser Asn Ser Leu Pro Pro Ser Pro Leu Arg lie 
80 85 90 /95 

GTG GAG GAT GAG GAA TAT GAA ACG ACC CAG GAG TAC GAA CCA GC^ CAA 
Val Glu Asp Glu Glu Tyr Glu Thr Thr Gin Glu Tyr Glu Pro Ma Gin 
100 105 /110 

GAG CCG GTT AAG AAA CTC ACC AAC AGC AGC CGG CGG GCC A?(A AGA ACC 
Glu Pro Val Lys Lys Leu Thr Asn Ser Ser Arg Arg Ala Zys Arg Thr 
115 120 /125 

AAG CCC AAT GGT CAC ATT GCC CAC AGG TTG GAA ATG 0(kc AAC AAC ACA 
Lys Pro Asn Gly His He Ala His Arg Leu Glu Met/Asp Asn Asn Thr 
130 135 / 140 

GGC GCT GAC AGC AGT AAC TCA GAG AGC GAA ACA J^AG GAT GAA AGA GTA 
Gly Ala Asp Ser Ser Asn Ser Glu Ser Glu Thr/Glu Asp Glu Arg Val 
145 150 / 155 

GGA GAA GAT ACG CCT TTC CTG GCC ATA CAG XaC CCC CTG GCA GCC AGT 
Gly Glu Asp Thr Pro Phe Leu Ala He Gln/Asn Pro Leu Ala Ala Ser 
160 165 / 170 175 

CTC GAG GCG GCC CCT GCC TTC CGC CTG <^TC GAC AGC AGG ACT AAC CCA 
Leu Glu Ala Ala Pro Ala Phe Arg Leu/Val Asp Ser Arg Thr Asn Pro 
180 / 185 190 

ACA GGC GGC TTC TCT CCG CAG GAA GAA TTG CAG GCC AGG CTC TCC GGT 
Thr Gly Gly Phe Ser Pro Gin Glu Glu Leu Gin Ala Arg Leu Ser Gly 
195 /200 205 

GTA ATC GCT AAC CAA GAC CCT A?C GCT GTC TAAAACCGAA ATACACCCAT 
Val He Ala Asn Gin Asp Pro Jle Ala Val 
210 /215 



286 



334 



382 



430 



478 



526 



574 



622 



672 



AGATTCACCT GTAAAACTTT ATTTJT ATATA ATAAAGTATT CCACCTTAAA TTAAACAA 73 0 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



148 ; 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH :/1652 base pairs 

(B) TYPE: micleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLJOGY: linear 

(ii) MOLEGfULE TYPE: CDNA 
(ix) FEATURE : 

(A) ijAME/KEY: Coding Sequence 

(B) /LOCATION: 459... 1181 
(D/ OTHER INFORMATION: 

(xdY SEQUENCE DESCRIPTION: SEQ ID NO: 14 8: 



AGTTTCCPCC 
GGCGGCTGCC 
TGCGAOCGCG 
CCAGCGGCGC 
GTCCCAGGTG 
CTCOCCCCCA 
AACTTTTCCC 



CCCAACTTGT CGGAACTCTG 
CAGGCGATGC GAGCGCGGGC 
CCGGACCGAG GCAGCGACAG 
GCCAGCAGGA GCCACCCCGC 
GCCCGGACCG CACGTTGCGT 
CGCCGCGCGC GCCTCGGCCC 
GAAGCCGATC CCAGCCCTCG 



GGCTCGCGCG CAGGGCAGGA 
CGGACGGTAA TCGCCTCTCC 
GAGCGGACCG CGGCGGGAAC 
GAGCGTGCGA CCGGGACGGA 
CCCCGCGCTC CCCGCCGGCG 
GGTCGCTGGC CCGCCTCCAC 
GACCCAAACT TGTCGCGCGT 



GCGGAGCGGC 60 
CTCCTCGGGC 12 0 
CGAGGACTCC 180 
GCGCCCGCCA 24 0 
ACAGGAGACG 3 00 
TCCGGGGACA 3 60 
CGCCTTCGCC 42 0 



476 



GGGAGCCGTC CGCGCAGAGC GTGCACTTCT CGGGCGAG ATG TCG GAG CGC AGA GAA 476 

Met Ser Glu Arg Arg G}<u 
1 5 



GGC AAA GGC AAG GGG AAG GGC GGC AAG AAG GAC CGA GGC TCC GGG 
Gly Lys Gly Lys Gly Lys Gly Gly Lys Lys Asp Arg Gly Ser Gly 
10 15 20 



Zys 



AAG CCC GTG CCC GCG GCT GGC GGC CCG AGC CCA GCC TTG CCT CGC CGC 

Lys Pro Val Pro Ala Ala Gly Gly Pro Ser Pro Ala Leu Pro Pro Arg 
25 30 35 7 

TTG AAA GAG ATG AAG ATG CAG GAG TCT GTG GCA GGT TCC AAA CTA GTG 

Leu Lys Glu Met Lys Met Gin Glu Ser Val Ala Gly Ser Lys Leu Val 
40 45 50 

CTT CGG TGC GAG ACC AGT TCT GAA TAC TCC TCT CTC AAQf TTC AAG TGG 

Leu Arg Cys Glu Thr Ser Ser Glu Tyr Ser Ser Leu Lys Phe Lys Trp 
55 60 65 / 70 



524 



572 



620 



668 



TTC AAG AAT GGG AGT GAA TTA AGC CGA AAG AAC 
Phe Lys Asn Gly Ser Glu Leu Ser Arg Lys Asn 
75 80 



'CCA CAA AAC ATC 
Pro Gin Asn lie 
85 



716 



AAG ATA CAG AAA AGG CCG GGG AAG TCA GAA CTT/CGC ATT AGC AAA GCG 
Lys lie Gin Lys Arg Pro Gly Lys Ser Glu Lei/ Arg lie Ser Lys Ala 
90 95 / 100 



764 



TCA CTG GCT GAT TCT GGA GAA TAT ATG TGC/AAA GTG ATC AGC AAA CTA 
Ser Leu Ala Asp Ser Gly Glu Tyr Met Cyss Lys Val lie Ser Lys Leu 
105 110 / 115 



812 



GGA AAT GAC AGT GCC TCT GCC AAC ATC/ACC ATT GTG GAG TCA AAC GAG 
Gly Asn Asp Ser Ala Ser Ala Asn Ilef Thr lie Val Glu Ser Asn Glu 
120 125 / 130 



860 



ATC ACC ACT GGC ATG CCA GCC TCA ACT GAG ACA GCG TAT GTG TCT TCA 
lie Thr Thr Gly Met Pro Ala Ser/ Thr Glu Thr Ala Tyr Val Ser Ser 
135 140 / 145 150 



908 



GAG TCT CCC ATT AGA ATA TCA GTA TCA ACA GAA GGA ACA AAT ACT TCT 
Glu Ser Pro lie Arg lie Ser/Val Ser Thr Glu Gly Thr Asn Thr Ser 
155 / 160 165 



956 



TCA TCC ACA TCC ACA TCT ACA GCT GGG ACA AGC CAT CTT GTC AAG TGT 
Ser Ser Thr Ser Thr Ser yrhr Ala Gly Thr Ser His Leu Val Lys Cys 
170 / 175 180 



1004 



GCA GAG AAG GAG AAA AGT TTC TGT GTG AAT GGA GGC GAG TGC TTC ATG 
Ala Glu Lys Glu Lys pir Phe Cys Val Asn Gly Gly Glu Cys Phe Met 
185 / 190 195 



1052 



GTG AAA GAC CTT TQA AAT CCC TCA AGA TAC TTG TGC AAG TGC CCA AAT 
Val Lys Asp Leu Ser Asn Pro Ser Arg Tyr Leu Cys Lys Cys Pro Asn 
200 / 205 210 



1100 



GAG TTT ACT GGtf 1 GAT CGC TGC CAA AAC TAC GTA ATG GCC AGC TTC TAC 
Glu Phe Thr Gly Asp Arg Cys Gin Asn Tyr Val Met Ala Ser Phe Tyr 
215 / 220 225 230 



1148 



AGT ACG TCC ACT CCC TTT CTG TCT CTG CCT GAA TAGGCGCATG CTCAGTCGGT 12 01 
Ser Thr Sqt Thr Pro Phe Leu Ser Leu Pro Glu 
235 240 



GCCGCTTTCT TGTTGCCGCA TCTCCCCTCA GATTCAACCT AGAGCTAGAT GCGTTTTACC 12 61 



AGGTCTAACA 
ACTTCCTCTG 
TTTCTGAAAT 
ATGACAATAA 
GACAGTCCCT 
ACCAGTACAC 
AAATAAACAG 



TTGACTGCCT 
TCCGTGACTA 
TGATCTTGAA 
AGGCCTTGAA 
CTTCTTTATA 
ACTTGAAATG 
AATAAAAAAA 



CTGCCTGTCG 
GTGGGCTCTG 
TTACTGTGAT 
AAGTCTCACT 
AAATGACCCT 
ATGGTAAGTT 
AAAAAAAAAA 



CATGAGAACA 
AGCTACTCGT 
ACGACATGAT 
TTTATTGAGA 
ATCCTTGAAA 
CGCTTCGGTT 
A 



TTAACACAAG 
AGGTGCGTAA 
AGTCCCTCTC 
AAATAAAAAT 
AGGAGGTGTG 
CAGAATGTGT 



CGATTGTATG 1321 
GGCTCCAGTG ^3 81 
ACCCAGTGC^' 1441 
CGTTCCACQG 1501 
TTAAGTTG f TA 1561 
TCTTTC7GAC 1621 
1652 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS : 



14 9/ 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



1140 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 14 9: 

CAT CAN GTG TGG GCG GCG AAA GCC GGG GGC TTG j&G AAG 
His Gin Val Trp Ala Ala Lys Ala Gly Gly Leu/Lys Lys 
15 10 

CTC ACC GTG CGC CTG GGC GCC TGG GGC CAC (/CC GCC TTC 
Leu Thr Val Arg Leu Gly Ala Trp Gly His/Pro Ala Phe 
20 25 

GGG CGC CTC AAG GAG GAC AGC AGG TAC Z*TC TTC TTC ATG 
Gly Arg Leu Lys Glu Asp Ser Arg Tyr /lie Phe Phe Met 
35 40 / 45 

GCC AAC AGC AGC GGC GGG CCC GGC j6gC CTT CCG AGC CTC 
Ala Asn Ser Ser Gly Gly Pro Gly/ Arg Leu Pro Ser Leu 
50 55 / 60 

TCT CGA GAC GGG CCG GAA CCT/CAA GAA GGA GGT CAG CCG 
Ser Arg Asp Gly Pro Glu Pr0 Gin Glu Gly Gly Gin Pro 
65 70 / 75 

CAA CGG TGC GCC TTG CCl/cCC CGC TTG AAA GAG ATG AAG 
Gin Arg Cys Ala Leu Pro Pro Arg Leu Lys Glu Met Lys 
85 / 90 

TCT GTG GCA GGT TCC/ AAA CTA GTG CTT CGG TGC GAG ACC 
Ser Val Ala Gly Ser Lys Leu Val Leu Arg Cys Glu Thr 
100 / 105 

TAC TCC TCT CTC/ AAG TTC AAG TGG TTC AAG AAT GGG AGT 
Tyr Ser Ser Leia Lys Phe Lys Trp Phe Lys Asn Gly Ser 
115 7 120 . 125 

CGA AAG AAC /AAA CCA GAA AAC ATC AAG ATA CAG AAA AGG 
Arg Lys Asn Lys Pro Glu Asn lie Lys lie Gin Lys Arg 
130 / 135 140 

TCA GAA /iTT CGC ATT AGC AAA GCG TCA CTG GCT GAT TCT 
Ser Glu/ Leu Arg lie Ser Lys Ala Ser Leu Ala Asp Ser 
145 / 150 155 

ATG ^GC AAA GTG ATC AGC AAA CTA GGA AAT GAC AGT GCC 
Met/Cys Lys Val lie Ser Lys Leu Gly Asn Asp Ser Ala 
165 170 



GAC TCG 
Asp Ser 
15 

CCC TCC 
Pro Ser 
30 

GAG CCC 
Glu Pro 



CTT CCC 
Leu Pro 



CTG 4 8 
Leu 



TGC 96 
Cys 



GAG 144 
Glu 



CCC 192 
Pro 



GGT GCT 
Gly Ala 



AGT CAG 
Ser Gin 
95 

AGT TCT 
Ser Ser 
110 

GAA TTA 
Glu Leu 



CCG GGG 
Pro Gly 



GGA GAA 
Gly Glu 



TCT GCC 
Ser Ala 
175 



GTG 24 0 

Val 

80 

GAG 288 
Glu 



GAA 336 
Glu 



AGC 3 84 
Ser 



AAG 432 
Lys 



TAT 480 

Tyr 

160 

AAC 52 8 
Asn 



&TC ACC ATT GTG GAG TCA AAC GCC ACA TCC ACA TCT ACA GCT GGG ACA 576 



165 



/ 

He Thr He Val Glu Ser Asn Ala Thr Ser Thr Ser Thr Ala Gly Thr 
180 185 190 

AGC CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC TGT GTG AAT 624 
Ser His Leu Val Lys Cys Ala Glu Lys Glu Lys Thr Phe Cys Val Asn 
195 200 205 

GGA GGC GAG TGC TTC ATG GTG AAA GAC CTT TCA AAT CCC TC^ AGA TAC 672 
Gly Gly Glu Cys Phe Met Val Lys Asp Leu Ser Asn Pro Sfer Arg Tyr 
210 215 220 7 



TTG TGC AAG TGC CAA CCT GGA TTC ACT GGA GCG AGA 
Leu Cys Lys Cys Gin Pro Gly Phe Thr Gly Ala Arg 
225 230 235 



ACT GAG AAT 72 0 
Thr Glu Asn 
240 



GTG CCC ATG AAA GTC CAA ACC CAA GAA AAG TGC C^A AAT GAG TTT ACT 768 
Val Pro Met Lys Val Gin Thr Gin Glu Lys Cys pro Asn Glu Phe Thr 
245 250 / 255 



GGT GAT CGC TGC CAA AAC TAC GTA ATG GCC 
Gly Asp Arg Cys Gin Asn Tyr Val Met Ala. 

260 265 



TTC TAC AGT ACG TCC 816 
'Ser Phe Tyr Ser Thr Ser 
270 



ACT CCC TTT CTG TCT CTG CCT GAA TAGCJSCATCT CAGTCGGTGC CGCTTTCTTG 870 
Thr Pro Phe Leu Ser Leu Pro Glu 
275 280 

TTGCCGCATC TCCCCTCAGA TTCCNCCTAG AgCTAGATGC GTTTTACCAG GTCTAACATT 93 0 

GACTGCCTCT GCCTGTCGCA TGAGAACATfT AACACAAGCG ATTGTATGAC TTCCTCTGTC 990 

CGTGACTAGT GGGCTCTGAG CTACTCG/AG GTGCGTAAGG CTCCAGTGTT TCTGAAATTG 1050 

ATCTTGAATT ACTGTGATAC GACAT9ATAG TCCCTCTCAC CCAGTGCAAT GACAATAAAG 1110 

GCCTTGAAAA GTCAAAAAAA AAAA^AAAAA 114 0 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH/ 

(B) TYPE: 

(C) STRAtfDEDNESS : 



1764 

nucleic acid 
single 



150 : 



(D) TOCOLOGY: linear 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 



G AAG TCA /GAA CTT CGC ATT AGC AAA GCG TCA CTG GCT GAT TCT GGA GAA 4 9 
Lys Ser/ Glu Leu Arg lie Ser Lys Ala Ser Leu Ala Asp Ser Gly Glu 
1/5 10 15 

TAT ATG TGC AAA GTG ATC AGC AAA CTA GGA AAT GAC AGT GCC TCT GCC 97 
Tyr M^t Cys Lys Val lie Ser Lys Leu Gly Asn Asp Ser Ala Ser Ala 
20 25 30 

AAC/ ATC ACC ATT GTG GAG TCA AAC GCC ACA TCC ACA TCT AC A GCT GGG 145 
As£ lie Thr lie Val Glu Ser Asn Ala Thr Ser Thr Ser Thr Ala Gly 
35 40 45 

tCA AGC CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC TGT GTG 193 



Thr Ser 
50 

AAT GGA 
Asn Gly 
65 

TAC TTG 
Tyr Leu 



AAT GTG 
Asn Val 



CAG AAG 
Gin Lys 



GTT GGC 
Val Gly 
130 

AAA AAG 
Lys Lys 
145 

ACC ATG 
Thr Met 



His Leu Val Lys 



GGC GAC 
Gly Asp 

TGC AAG 
Cys Lys 



CCC ATG 
Pro Met 
100 

AGA GTG 
Arg Val 
115 

ATC ATG 
He Met 



CTT CAT 
Leu His 



ATG AAC 
Met Asn 



TGC TTC 
Cys Phe 
70 

TGC CAA 
Cys Gin 
85 

AAA GTC 
Lys Val 



Cys Ala Glu 
55 

ATG GTG AAA 
Met Val Lys 



CCT GGA TTC 
Pro Gly Phe 



CTC ACC 
Leu Thr 



TGT GTG 
Cys Val 



GAC CGG 
Asp Arg 
150 

GTA GCC 
Val Ala 
165 



CAA ACC CAA 
Gin Thr Gin 
105 

ATT ACC GGC 
He Thr Gly 
120 

GTG GTC TAC 
Val . Val Tyr 
135 

CTT CGG CAG 
Leu Arg Gin 



Lys Glu 



GAC CTT 
Asp Leu 
75 

ACT GGA 
Thr Gly 
90 

GAA AAA 
Glu Lys 



Lys Thr Phe 
60 

TCA AAT CCC 
Ser Asn Pr< 



GCG AGA *GT 
Ala Arg/ Cys 




/ 



Cys' Val 



ATT TGC 
He Cys 



TGC 
Cys Zys 



AAC GGG C(; 
Asn Gly 



JC CTT 
sr Leu 
155 

CAC CAC 
His His 
170 



GCG SAG GAG 
Ala/Glu Glu 
110 

DC GCG CTG 
Le Ala Leu 
125 

ACC AAG AAA 
Thr Lys Lys 
140 

CGG TCT GAA 
Arg Ser Glu 



CCC AAT CCG 
Pro Asn Pro 



CA AGA 
Ser Arg 
80 

ACT GAG 
Thr Glu 
95 

CTC TAC 
Leu Tyr 



CTC GTG 
Leu Val 



CAA CGG 
Gin Arg 



AGA AAC 
Arg Asn 
160 

CCC CCC 
Pro Pro 
175 



241 



289 



337 



385 



433 



481 



529 



GAG AAC 
Glu Asn 



GTG CAG 
Val Gin 
180 



CTG GTG 
Leu Val 



AAT CAA TAC 
Asn Q/ln Tyr 
185 



GTA TCT 
Val Ser 



AAA AAT GTC 
Lys Asn Val 
190 



ATC TCT 
He Ser 



577 



AGC GAG 
Ser Glu 



CAT ATT 
His He 
195 



GTT GAG 
Val Glu 



AQA GAG GCG 
:g Glu Ala 
200 



GAG AGC 
Glu Ser 



TCT TTT TCC 
Ser Phe Ser 
205 



ACC AGT 
Thr Ser 



625 



CAC TAC 
His Tyr 
210 



ACT TCG 
Thr Ser 



ACA GC7 
Thr AJ 



CAT CAT TCC 
His His Ser 
215 



ACT ACT 
Thr Thr 



GTC ACT CAG 
Val Thr Gin 
220 



ACT CCC 
Thr Pro 



673 



AGT CAC 
Ser His 
225 



AGC TGG 
Ser Trp 



AG/ 



AAT GGA 
Asn Gly 
230 



CAC ACT 
His Thr 



GAA AGC 
Glu Ser 
235 



ATC ATT 
He He 



TCG 
Ser 



GAA AGC 
Glu Ser 
240 



721 



CAC TCT 
His Ser 



GTC ATC 
Val I] 



GTG 
Val 
245 



ATG TCA 
Met Ser 



TCC GTA 
Ser Val 



GAA AAC 
Glu Asn 
250 



AGT AGG 
Ser Arg 



CAC 
His 



AGC AGC 
Ser Ser 
255 



769 



CCG ACT 
Pro Thr 



GGG /GGC 
Gly Gly 
260 



CCG 
Pro 



AGA GGA 
Arg Gly 



CGT CTC 
Arg Leu 
265 



AAT GGC 
Asn Gly 



TTG GGA 
Leu Gly 



GGC 
Gly 
270 



CCT CGT 
Pro Arg 



817 



GAA TGT 
Glu Cys 



,C AGC 
,sn Ser 
275 



TTC 
Phe 



CTC AGG 
Leu Arg 



CAT GCC 
His Ala 
280 



AGA GAA 
Arg Glu 



ACC CCT 
Thr Pro 
285 



GAC 
Asp 



TCC TAC 
Ser Tyr 



865 



CGA GAC 
Arg £yfep 
)0 



TCT CCT 
Ser Pro 



CAT 
His 



AGT GAA 
Ser Glu 
295 



AGA CAT 
Arg His 



AAC CTT 
Asn Leu 



ATA GCT 
He Ala 
300 



GAG CTA AGG 
Glu Leu Arg 



913 



AGA/ AAC AAG GCC CAC AGA TCC AAA TGC ATG CAG ATC CAG CTT TCC GCA 



961 



/ 52- 



/ 

Arq Asn Lys Ala His Arg Ser Lys Cys Met Gin He Gin Leu Ser Ala 
305 310 315 no 

ACT CAT CTT AGA GCT TCT TCC ATT CCC CAT TGG GCT TCA TTC TOT AAG 
Thr His Leu Arg Ala Ser Ser He Pro His Trp Ala Ser Phe Sfer Lys 
325 330 7335 



1009 



ACC CCT TGG CCT TTA GGA AGG TAT GTA TCA GCA ATG ACC ACC CCG GCT 1057 
Thr Pro Trp Pro Leu Gly Arg Tyr Val Ser Ala Met Thr yfhr Pro Ala 
340 345 / 350 

CGT ATG TCA CCT GTA GAT TTC CAC ACG CCA AGC TCC CZCC AAG TCA CCC 1105 
Arg Met Ser Pro Val Asp Phe His Thr Pro Ser Ser/Pro Lys Ser Pro 
355 360 / 365 

CCT TCG GAA ATG TCC CCG CCC GTG TCC AGC ACGyACG GTC TCC ATG CCC 1153 
Pro Ser Glu Met Ser Pro Pro Val Ser Ser Thr/ Thr Val Ser Met Pro 
370 375 / 380 

TCC ATG GCG GTC AGT CCC TTC GTG GAA GAG/GAG AGA CCC CTG CTC CTT 12 01 
Ser Met Ala Val Ser Pro Phe Val Glu Gl/ Glu Arg Pro Leu Leu Leu 
385 390 / 395 400 

GTG ACG CCA CCA CGG CTG CGG GAG AAg/tAT GAC CAC CAC GCC CAG CAA 124 9 
Val Thr Pro Pro Arg Leu Arg Glu Lys Tyr Asp His His Ala Gin Gin 
405 7 410 415 

TTC AAC TCG TTC CAC TGC AAC CCc/gCG CAT GAG AGC AAC AGC CTG CCC 12 97 
Phe Asn Ser Phe His Cys Asn Pr/6 Ala His Glu Ser Asn Ser Leu Pro 
420 / 425 430 

CCC AGC CCC TTG AGG ATA GTGT GAG GAT GAG GAA TAT GAA ACG ACC CAG 1345 
Pro Ser Pro Leu Arg He Vad Glu Asp Glu Glu Tyr Glu Thr Thr Gin 
435 / 440 445 

GAG TAC GAA CCA GCT ChK GAG CCG GTT AAG AAA CTC ACC AAC AGC AGC 13 93 
Glu Tyr Glu Pro Ala G/n Glu Pro Val Lys Lys Leu Thr Asn Ser Ser 
450 / 455 460 

CGG CGG GCC AAA AGA ACC AAG CCC AAT GGT CAC ATT GCC CAC AGG TTG 1441 
Arg Arg Ala Lys A?rg Thr Lys Pro Asn Gly His He Ala His Arg Leu 
465 / 470 475 480 

GAA ATG GAC AA<Z AAC ACA GGC GCT GAC AGC AGT AAC TCA GAG AGC GAA 14 89 
Glu Met Asp Apn Asn Thr Gly Ala Asp Ser Ser Asn Ser Glu Ser Glu 
7 485 490 495 

ACA GAG GAl/ GAA AGA GTA GGA GAA GAT ACG CCT TTC CTG GCC ATA CAG 1537 
Thr Glu Asp Glu Arg Val Gly Glu Asp Thr Pro Phe Leu Ala He Gin 
7 500 505 510 

AAC CCc/cTG GCA GCC AGT CTC GAG GCG GCC CCT GCC TTC CGC CTG GTC 1585 
Asn Pr6 Leu Ala Ala Ser Leu Glu Ala Ala Pro Ala Phe Arg Leu Val 
/ 515 520 525 

GAC/AGC AGG ACT AAC CCA ACA GGC GGC TTC TCT CCG CAG GAA GAA TTG 163 3 
Asp Ser Arg Thr Asn Pro Thr Gly Gly Phe Ser Pro Gin Glu Glu Leu 
7 530 535 540 

/CAG GCC AGG CTC TCC GGT GTA ATC GCT AAC CAA GAC CCT ATC GCT GTC 1681 
/ Gin Ala Arg Leu Ser Gly Val He Ala Asn Gin Asp Pro He Ala Val 
545 550 555 560 



TAAAACCGAA ATACACCCAT AGATTCACCT GTAAAACTTT ATTTTATATA ATAAAGTATT 1741 



14* 



CCACCTTAAA TTAAACAAAA AAA 



1764 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



151 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: " 



50 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151: 

Lvs Cys Ala Glu Lys Glu Lys Thr Phe Cys Val AsA Gly Gly Glu Cys 
1 5 10 / 15 

Phe Met Val Lys Asp Leu Ser Asn Pro Ser Arg' Tyr Leu Cys Lys Cys 
20 25 / 30 

Pro Asn Glu Phe Thr Gly Asp Arg Cys Gln/Asn Tyr Val Met Ala Ser 
35 40 / 45 

Phe Tyr 
50 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



152 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS :y 

(D) TOPOLOGY: 



50 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 152: 

Lys Cys Ala Glu Lys Glu Lys Thr Phe Cys Val Asn Gly Gly Glu Cys 
1 5 / 10 15 

Phe Met Val Lys As*£ Leu Ser Asn Pro Ser Arg Tyr Leu Cys Lys Cys 
20 / 25 30 

Gin Pro Gly Phe/rhr Gly Ala Arg Cys Thr Glu Asn Val Pro Met Lys 
35 / 40 45 

Val Gin 
50 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



153 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



46 

amino acid 



linear 

/(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153: 

Glu 7 Cys Leu Arg Lys Tyr Lys Asp Phe Cys lie His Gly Glu Cys Lys 

5 10 15 

T^r Val Lys Glu Leu Arg Ala Pro Ser Cys Lys Cys Gin Gin Glu Tyr 



20 25 30 

Phe Gly Glu Arg Cys Gly Glu Lys Ser Asn Lys Thr His Ser 

45 



35 



40 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS ; 

(D) TOPOLOGY: 



198 

nucleic acid 
single 
linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: l/ 4 : 



154 : 



AGC CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC TGT GTG AAT 4 8 
Ser His Leu Val Lys Cys Ala Glu Lys GliY Lys Thr Phe Cys Val Asn 
15 1</ 15 

GGA GGC GAG TGC TTC ATG GTG AAA GAC /6tT TCA AAT CCC TCA AGA TAC 96 
Gly Gly Glu Cys Phe Met Val Lys Asp^Leu Ser Asn Pro Ser Arg Tyr 
20 25/ 30 

TTG TGC AAG TGC CCA AAT GAG TTT XCT GGT GAT CGC TGC CAA AAC TAC 144 
Leu Cys Lys Cys Pro Asn Glu Phe/Thr Gly Asp Arg Cys Gin Asn Tyr 
35 40/ 45 



GTA ATG GCC AGC TTC TAC AGT 
Val Met Ala Ser Phe Tyr Ser, 
50 55, 

GAA TAG 
Glu 
65 



TCC ACT CCC TTT CTG TCT CTG CCT 192 
lr Ser Thr Pro Phe Leu Ser Leu Pro 
60 

198 



(2) 



INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



155: 



(A) LENGTH: 
(B) 

(C) STRANDEDNESS: 

(D) T0POLOGY: 



192 

nucleic acid 

single 

linear 



AGC 
Ser 
1 

GGA 
Gly 



TTG 
Leu> 



G/TG 
/al 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 

CAT CTJ GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC 

His Le/U Val Lys Cys Ala Glu Lys Glu Lys Thr Phe 
5 10 

GGC/gAG TGC TTC ATG GTG AAA GAC CTT TCA AAT CCC 

Gly Glu Cys Phe Met Val Lys Asp Leu Ser Asn Pro 
20 25 

AAG TGC CAA CCT GGA TTC ACT GGA GCG AGA TGT 

r Cys Lys Cys Gin Pro Gly Phe Thr Gly Ala Arg Cys 

35 40 45 

CCC ATG AAA GTC CAA ACC CAA GAA AAA GCG GAG GAG 

Pro Met Lys Val Gin Thr Gin Glu Lys Ala Glu Glu 



TGT GTG AAT 4 8 
Cys Val Asn 
15 

TCA AGA TAC 96 
Ser Arg Tyr 
30 

ACT GAG AAT 144 
Thr Glu Asn 



CTC TAC TAA 192 
Leu Tyr 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



156: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS^ 

(D) TOPOLOGY: 



183 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 156: 



AGC CAT CTT GTC AAG TGT GCa\ GAG AAG GAG AAA ACT TTC TGT GTG AAT 4 8 
Ser His Leu Val Lys Cys Ala\Glu Lys Glu Lys Thr Phe Cys Val Asn 
! 5 \ 10 15 



GGA GGC GAG TGC TTC ATG GTG 
Gly Gly Glu Cys Phe Met Val 
20 



GAC CTT TCA AAT CCC TCA AGA TAC 96 
Asp Leu Ser Asn Pro Ser Arg Tyr 
25 30 



TTG TGC AAG TGC CCA AAT GAG TT\t ACT GGT GAT CGC TGC CAA AAC TAC 144 
Leu Cys Lys Cys Pro Asn Glu Phfe Thr Gly Asp Arg Cys Gin Asn Tyr 
35 40\ 45 



GTA ATG GCC AGC TTC TAC AAA GCG \GAG GAG CTC TAC TAA 
Val Met Ala Ser Phe Tyr Lys Ala Glu Glu Leu Tyr 
50 55 \ 60 



183 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 



157 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

( C ) STRANDEDNESS : 

(D) TOPOLOGY: 



210 > 

nucleic acid 
single 
lineai 



AGC 
Ser 
1 

GGA 
Gly 



TTG 
Leu 



GTA 
Val 



GCG 
Ala 
65 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO\ 157: 

CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC 
His Leu Val Lys Cys Ala Glu Lys Glu h^s Thr Phe 
5 10 

GGC GAG TGC TTC ATG GTG AAA GAC CTT TcA AAT CCC 
Gly Glu Cys Phe Met Val Lys Asp Leu Ser\Asn Pro 
20 25 

TGC AAG TGC CCA AAT GAG TTT ACT GGT GAT fcGC TGC 
Cys Lys Cys Pro Asn Glu Phe Thr Gly Asp Arg Cys 
35 40 \ 45 

ATG GCC AGC TTC TAC AAG CAT CTT GGG ATT GkA TTT 
Met Ala Ser Phe Tyr Lys His Leu Gly lie Glu Phe 
50 55 6 

GAG GAG CTC TAC TAA 
Glu Glu Leu Tyr 



TGT GTG AAT 4 8 
Cys Val Asn 
15 

TCA AGA TAC 96 
Ser Arg Tyr 
30 

CAA AAC TAC 144 
Gin Asn Tyr 



ATG GAG AAA 192 
Met Glu Lys 



210 



(2) 



INFORMATION FOI^ SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHi&RACTERISTICS : 



158 : 



(A) LENGTH 1 

(B) TYPE: 

(C) STRAND EbNESS : 

(D) TOPOLOG^ 



267 

nucleic acid 

single 

linear 



AGC 
Ser 
1 

GGA 
Gly 



TTG 
Leu 



GTG 
Val 



GGT 
Gly 
65 

ACT 
Thr 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 

CAT CTT GTC AAG TOT GCA GAG AAG GAG AAA ACT TTC 
His Leu Val Lys Cyfe Ala Glu Lys Glu Lys Thr Phe 
5 \ 10 

GGC GAG TGC TTC ATG\GTG AAA GAC CTT TCA AAT CCC 
Gly Glu Cys Phe Met Val Lys Asp Leu Ser Asn Pro 
20 \ 25 

TGC AAG TGC CAA CCT G&A TTC ACT GGA GCG AGA TGT 
Cys Lys Cys Gin Pro GXiy Phe Thr Gly Ala Arg Cys 
35 \ 40 45 

CCC ATG AAA GTC CAA ACC\CAA GAA AAG TGC CCA AAT 
Pro Met Lys Val Gin Thr Vjln Glu Lys Cys Pro Asn 
50 55 \ 60 

GAT CGC TGC CAA AAC TAC G^A ATG GCC AGC TTC TAC 
Asp Arg Cys Gin Asn Tyr VaVL Met Ala Ser Phe Tyr 
70 \ 75 

CCC TTT CTG TCT CTG CCT GAA \ TAG 
Pro Phe Leu Ser Leu Pro Glu 
85 



TGT GTG AAT 4 8 
Cys Val Asn 
15 

TCA AGA TAC 96 
Ser Arg Tyr 
30 

ACT GAG AAT 144 
Thr Glu Asn 



GAG TTT ACT 192 
Glu Phe Thr 



AGT ACG TCC 24 0 
Ser Thr Ser 
80 

267 



(2) 



INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



159 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



2fe2 

nucleic acid 

single 

liAear 



AGC 
Ser 
1 

GGA 
Gly 



(xi) SEQUENCE DESCRIPTION: SEQ ID\NO: 15 9: 

CAT CTT GTC AAG TGT GCA GAG AAG GAG AAA ACT TTC TGT GTG AAT 4 8 

His Leu Val Lys Cys Ala Glu Lys Glu\ Lys Thr Phe Cys Val Asn 

5 10 \ 15 

GGC GAG TGC TTC ATG GTG AAA GAC CTT ^CA AAT CCC TCA AGA TAC 96 

Gly Glu Cys Phe Met Val Lys Asp Leu aer Asn Pro Ser Arg Tyr 
20 25 \ 30 



TTG 
Leu 



TGC AAG TGC CAA CCT GGA TTC ACT GGA GCG AGA TGT ACT GAG AAT 144 



Cys Lys Cys Gin Pro Gly Phe Thr Gly AL 
35 40 



1 



GTG CCC ATG AAA GTC CAA ACC CAA GAA AAG TGCj CCA AAT GAG TTT ACT 192 



Arg Cys Thr Glu Asn 
45 



Val Pro Met Lys Val Gin Thr Gin Glu Lys Cys Pro Asn Glu Phe Thr 

50 55 60 

GGT GAT CGC TGC CAA AAC TAC GTA ATG c/cC AGC TTC TAC AAA GCG GAG 24 0 

~ Ale " "1- ~ 



Gly Asp Arg Cys Gin Asn Tyr Val Met 
65 70 

GAG CTC TAC TAA 
Glu Leu Tyr 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 160: 



CC ACA TCC ACA TCT ACA GCT GGG ACA 
Thr Ser Thr Ser Thr Ala Gly Thr 
1 5 

GAG AAG GAG AAA ACT TTC TGT GTG AAT 
Glu Lys Glu Lys Thr Phe Cys Val Asn 
20 

AAA GAC CTT TCA AAT CCC TCA AGA TAC 
Lys Asp Leu Ser Asn Pro Ser Arg Tyr 
35 40 



La Ser Phe Tyr Lys Ala Glu 
75 80 



252 



160 : 



128 

nvcleic acid 
sd ngle 
linear 



AbC CAT CTT GTC AAG TGT GCA 
S|er His Leu Val Lys Cys Ala 
10 15 



1GA GGC GAG TGC TTC ATG GTG 
Sly Gly Glu Cys Phe Met Val 
25 30 

TTG T GC 
Leu 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



161: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : i 

(D) TOPOLOGY: 

(xi) SEQUENCE DESCRIPTION: SEQ 



141 

nucleic acid 
ingle 
inear 



A CAT AAC CTT ATA GCT GAG CTA AGG 
His Asn Leu lie Ala Glu Leu Arg 
1 5 



ID NO: 161: 



AGA AAC AAG GCC CAC AGA TCC 
Arg Asn Lys Ala His Arg Ser 
10 15 



GCA 



AAA TGC ATG CAG ATC CAG CTT TCC 
Lys Cys Met Gin lie Gin Leu Ser Al 
20 



ACT CAT CTT AGA GCT TCT TCC 94 
a| Thr His Leu Arg Ala Ser Ser 
25 30 



ATT CCC CAT TGG GCT TCA TTC TCT AA<£ 
lie Pro His Trp Ala Ser Phe Ser Ly 
35 



ACC CCT TGG CCT TTA GGA AG 
Thr Pro Trp Pro Leu Gly Arg 
45 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



162 : 



47 



95 



128 



46 



141 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



24 

amino acid 



/linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: j Xaa in positions 15 and 22 is 

unknown . 

(xi) SEQUENCE DESCRIPTION: £EQ ID NO: 162: 



Ala Ala Glu Lys Glu Lys Thr Phi Cys Val Asn Gly Gly Glu Xaa Phe 
1 5/10 15 

Met Val Lys Asp Leu Xaa Asn P^o 
20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS : 



163 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



745 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163: 

ATG AGA TGG CGA CGC GCC yCCG CGC CGC TCC GGG CGT CCC GGC CCC CGG 48 

Met Arg Trp Arg Arg Ala /Pro Arg Arg Ser Gly Arg Pro Gly Pro Arg 
1 5/10 15 

GCC CAG CGC CCC GGC TCC? GCC GCC CGC TCG TCG CCG CCG CTG CCG CTG 96 

Ala Gin Arg Pro Gly Ser Ala Ala Arg Ser Ser Pro Pro Leu Pro Leu 
20 / 25 30 

CTG CCA CTA CTG CTG CTG CTG GGG ACC GCG GCC CTG GCG CCG GGG GCG 144 

Leu Pro Leu Leu Leu Leu Leu Gly Thr Ala Ala Leu Ala Pro Gly Ala 

35 / 40 45 

GCG GCC GGC AAC GAG £cG GCT CCC GCG GGG GCC TCG GTG TGC TAC TCG 192 

Ala Ala Gly Asn Glu Ala Ala Pro Ala Gly Ala Ser Val Cys Tyr Ser 
50 / 55 60 

TCC CCG CCC AGC GTg/ GGA TCG GTG CAG GAG CTA GCT CAG CGC GCC GCG 240 

Ser Pro Pro Ser Va]7 Gly Ser Val Gin Glu Leu Ala Gin Arg Ala Ala 
65 / 70 75 80 

GTG GTG ATC GAG G^A AAG GTG CAC CCG CAG CGG CGG CAG CAG GGG GCA 288 

Val Val lie Glu Gly Lys Val His Pro Gin Arg Arg Gin Gin Gly Ala 

90 95 

CTC GAC AGG AAG yfecG GCG GCG GCG GCG GGC GAG GCA GGG GCG TGG GGC 33 6 

Leu Asp Arg Lys/Ala Ala Ala Ala Ala Gly Glu Ala Gly Ala Trp Gly 
100/ 105 110 

GGC GAT CGC Ga6 CCG CCA GCC GCG GGC CCA CGG GCG CTG GGG CCG CCC 3 84 

Gly Asp Arg Glu Pro Pro Ala Ala Gly Pro Arg Ala Leu Gly Pro Pro 

115 / 120 125 



GCC GAG GAG CCG CTG CTC GCC GCC 
Ala Glu Glu Pro Leu Leu Ala Ala 
130 135 

ACC GCC CCG GTG CCC AGC GCC GGC 
Thr Ala Pro Val Pro Ser Ala Gly 
145 150 

CTG GTG AAG GTG CAC CAG GTG TGG 
Leu Val Lys Val His Gin Val Trp 
165 

AAG GAC TCG CTG CTC ACC GTG CGC 
Lys Asp Ser Leu Leu Thr Val Arg 
180 

TTC CCC TCC TGC GGG AGG CTC AAG 
Phe Pro Ser Cys Gly Arg Leu Lys 
195 200 

ATG GAG CCC GAC GCC AAC AGC ACC 
Met Glu Pro Asp Ala Asn Ser Thr 
210 215 

GCC TCT TTC CCC CCT CTG GAG ACG 
Ala Ser Phe Pro Pro Leu Glu Thr 
225 230 

AGC CGG GTG CTG TGC AAG CGG TGC 
Ser Arg Val Leu Cys Lys Arg Cys 
245 



\C GGG ACC GTG 
3n Gly Thr Val 
140 

GA& CCC GGG GAG 
Glu\Pro Gly Glu 
155 

GCG dTG AAA GCC 
Ala Vkl Lys Ala 
170 

CTG GOG ACC TGG 
Leu Gly Thr Trp 
185 

GAG GAd AGC AGG 
Glu Asp\ Ser Arg 



AGC CGC GCG CCG 
Ser Arg J^la Pro 
220 

GGC CGG A£JC CTC 
Gly Arg Asr^ Leu 
23 



CCC TCT TGG CCC 432 
Pro Ser Trp Pro 



GAG GCG 
Glu Ala 



GGG GGC 
Gly Gly 



GGC CAC 
Gly His 
190 

TAC ATC 
Tyr lie 
205 

GCC GCC 
Ala Ala 



CCC TAT 4 80 
Pro Tyr 
160 

TTG AAG 52 8 
Leu Lys 
175 

CCC GCC 576 
Pro Ala 



TTC TTC 624 
Phe Phe 



TTC CGA 672 
Phe Arg 



AAG AAG GAG GTC 720 
Lys Lys Glu Val 
240 

745 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



12 

amino acid 



YIBER: 



linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in positic 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 

Xaa Ala Leu Ala Ala Ala Gly Tyr Asp Val Glu Lys 
15 10 



164 



1 is unknown , 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 165: 
(i) SEQUENCE CHARACTERISTICS: 

5 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



amino acid 
linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: Xaa in position 1 ife unknown. 



MS 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16£ : 



Xaa Leu Val Leu Arg 
1 5 



(2) INFORMATION FOR SEQUENCE I DENT I F I CAT yON NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



166: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



11 

amino acid 



linear 

(ix) FEATURE: 

(D) OTHER INFORMATION: X^a in positions 1, 2, and 3 is 

unknown . 

(xi) SEQUENCE DESCRIPTION: SEQ^ ID NO: 166: 

Xaa Xaa Xaa Tyr Pro Gly Gin He Tttir Ser Asn 
1 5 / 10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTIC 



167 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



60 

nucleic acid 

single 

linear 



(ix) FEATURE: 

(D) OTHER INFORMATION: N in positions 25 and 36 is unknown, 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167: 
ATAGGGAAGG GCGGGGGAAG GGTCNCCCTC NGCAGGGCCG GGCTTGCCTC TGGAGCCTCT 60 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



168 : 



(A) LENGTH:/ 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



18 

nucleic acid 

single 

linear 



(ix) FEATURE/ 

(D) OTHER INFORMATION: N in position 16 is unknown, 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 168: 
TTTACACATA TATTCNCC 18 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 



169: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



21 

amino aold 



linear/ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 

Glu Thr Gin Pro Asp Pro Gly Gin He Led Lys Lys Val Pro Met Val 
! 5 ^0 15 

He Gly Ala Tyr Thr 
20 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 170: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



422 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 17 0: 

Met Arg Trp Arg Arg Ala vfro Arg Arg Ser Gly Arg Pro Gly Pro Arg 
1 5/10 15 

Ala Gin Arg Pro Gly Ser/ Ala Ala Arg Ser Ser Pro Pro Leu Pro Leu 
20 / 25 30 

Leu Pro Leu Leu Leu Leu Leu Gly Thr Ala Ala Leu Ala Pro Gly Ala 
35 7 40 45 

Ala Ala Gly Asn Gli/ Ala Ala Pro Ala Gly Ala Ser Val Cys Tyr Ser 
50 / 55 60 

Ser Pro Pro Ser Val Gly Ser Val Gin Glu Leu Ala Gin Arg Ala Ala 
65 / 70 75 80 

Val Val lie Glyf Gly Lys Val His Pro Gin Arg Arg Gin Gin Gly Ala 
85 90 95 

Leu Asp Arg iys Ala Ala Ala Ala Ala' Gly Glu Ala Gly Ala Trp Gly 
/100 105 110 

Gly Asp Ark Glu Pro Pro Ala Ala Gly Pro Arg Ala Leu Gly Pro Pro 
l/s 120 12 5 

Ala Glu yGlu Pro Leu Leu Ala Ala Asn Gly Thr Val Pro Ser Trp Pro 
130/ 135 140 

Thr A Ira. Pro Val Pro Ser Ala Gly Glu Pro Gly Glu Glu Ala Pro Tyr 
145 7 150 155 160 

Leu /val Lys Val His Gin Val Trp Ala Val Lys Ala Gly Gly Leu Lys 
165 170 175 

Ly^s Asp Ser Leu Leu Thr Val Arg Leu Gly Thr Trp Gly His Pro Ala 
180 185 190 

le Pro Ser Cys Gly Arg Leu Lys Glu Asp Ser Arg Tyr lie Phe Phe 
195 200 205 



Met Glu Pro Asp Ala Asn Ser Thr Ser Arg Ala Pro Ala/ Ala Phe Arg 
210 215 220 * 

Ala Ser Phe Pro Pro Leu Glu Thr Gly Arg Asn Leu Lys Lys Glu Val 
225 230 235 / 240 

Ser Arg Val Leu Cys Lys Arg Cys Ala Leu Pro Pi/b Gin Leu Lys Glu 
245 250 / 255 

Met Lys Ser Gin Glu Ser Ala Ala Gly Ser Lys/Leu Val Leu Arg Cys 
260 265 / 270 

Glu Thr Ser Ser Glu Tyr Ser Ser Leu Arg prfe Lys Trp Phe Lys Asn 
275 280 / 285 

Gly Asn Glu Leu Asn Arg Lys Asn Lys Pro/ Gin Asn lie Lys lie Gin 
290 295 / 300 

Lys Lys Pro Gly Lys Ser Glu Leu Arg Lite Asn Lys Ala Ser Leu Ala 
305 310 7 315 320 

Asp Ser Gly Glu Tyr Met Cys Lys Val/lle Ser Lys Leu Gly Asn Asp 
325 / 330 335 

Ser Ala Ser Ala Asn He Thr He vil Glu Ser Asn Ala Thr Ser Thr 
340 3^5 350 

Ser Thr Thr Gly Thr Ser His Leu X/al Lys Cys Ala Glu Lys Glu Lys 
355 360/ 365 

Thr Phe Cys Val Asn Gly Gly Glii Cys Phe Met Val Lys Asp Leu Ser 
370 375 / 380 

Asn Pro Ser Arg Tyr Leu Cys llys Cys Pro Asn Glu Phe Thr Gly Asp 
385 390 / 395 400 

Arg Cys Gin Asn Tyr Val Met/' Ala Ser Phe Tyr Ser Thr Ser Thr Pro 
405 / 410 415 

Phe Leu Ser Leu Pro Glu 
420 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER : 171: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDfeDNESS : 

(D) TOPOLOGY: 



69 

amino acid 



linear 

(xi) SEQUENCE/ DESCRIPTION: SEQ ID NO: 171: 

Met Ser Glu Arg Lys Glu Gly Arg Gly Lys Gly Lys Gly Lys Lys Lys 
1/5 10 15 

Glu Arg Gly Se£ Gly Lys Lys Pro Glu Ser Ala Ala Gly Ser Gin Ser 

25 30 

Pro Arg Glu Ale He Thr Gly Met Pro Ala Ser Thr Glu Gly Ala Tyr 
35/ 40 45 

Val Ser Ser Glu Ser Pro He Arg He Ser Val Ser Thr Glu Gly Ala 



50 

Asn Thr Ser Ser Ser 
65 



55 



60 



/ 
/ 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 



172 : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



19 

amino acic 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID No/ 172: 

Arg Lys Gly Asp Val Pro Gly Pro Arg VayLys Ser Ser Arg Ser Thr 
15 10 15 

Thr Thr Ala 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 173: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



231 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION/ SEQ ID NO: 173: 
CGCGAGCGCC TCAGCGCGGC CGCTCGtCTCT CCCCCTCGAG GGACAAACTT TTCCCAAACC 60 
CGATCCGAGC CCTTGGACCA AACTOGCCTG CGCCGAGAGC CGTCCGCGTA GAGCGCTCCG 12 0 
TCTCCGGCGA GATGTCCGAG CGCAAAGAAG GCAGAGGCAA AGGGAAGGGC AAGAAGAAGG 18 0 
AGCGAGGCTC CGGCAAGAAG COfGGAGTCCG CGGCGGGCAG CCAGAGCCCA G 231 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(i) SEQUENCE CHARACTERISTICS : 



174 ; 



(A) LENGTH: 

(B) TYPE/ 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



178 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 174: 

CCTTGCCTCC COfGATTGAAA GAGATGAAAA GCCAGGAATC GGCTGCAGGT TCCAAACTAG 60 

TCCTTCGGTG /TGAAACCAGT TCTGAATACT CCTCTCTCAG ATTCAAGTGG TTCAAGAATG 120 

GGAATGAATT GAATCGAAAA AACAAACCAC AAAATATCAA GATACAAAAA AAGCCAGG 178 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 
(iy SEQUENCE CHARACTERISTICS: 



175 ; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



122 

nucleic acid 

single 

linear 



/ 

/ 



7 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 175: 
GAAGTCAGAA CTTCGCATTA ACAAAGCATC ACTGGCTGAT WTGGAGAGT ATATGTGCAA 60 
AGTGATCAGC AAATTAGGAA ATGACAGTGC CTCTGCCAAT ^TCACCATCG TGGAATCAAA 12 0 
CG ' 122 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 176: 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



102 

nucleic acid 
single 
IdAear 



(xi) SEQUENCE DESCRIPTION: SEQ /iD NO: 176: 
AGATCATCAC TGGTATGCCA GCCTCAACTG AAGGAGCATA TGTGTCTTCA GAGTCTCCCA 60 



TTAGAATATC AGTATC CACA GAAGGAGCAAr ATACTTCTTC AT 



102 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 177: 
(i) SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



128 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 177: 
CTACATCTAC ATCCACCACT GGGACAAGCC ATCTTGTAAA ATGTGCGGAG AAGGAGAAAA 60 
CTTTCTGTGT GAATGGAGGG /GAGTGCTTCA TGGTGAAAGA CCTTTCAAAC CCCTCGAGAT 12 0 
ACTTGTGC / 12 8 

(2) INFORMATION FOR/ SEQUENCE IDENTIFICATION NUMBER: 178: 
(i) SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYI 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



69 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178: 
AAGTGCCAAC QTGGATTCAC TGGAGCAAGA TGTACTGAGA ATGTGCCCAT GAAAGTCCAA 60 
AACCAAGAA / 69 
(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 179: 



(i) SEQUENCE CHARACTERISTICS 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS 

(D) TOPOLOGY: 



23 

nucleic acid 

single 

linear 



i 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 179:/ 
TCGGGCTCCA TGAAGAAGAT GTA 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION^ NUMBER : 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



23 

nucleic acid 
single 
linear 



(xi) SEQUENCE DESCRIPTION: SEQ Tp NO: 180: 
TCCATGAAGA AGATGTACCT GCT 

(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENCE CHARACTERISTICS; 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 

(xi) SEQUENCE DESCRIPTION 
ATGTACCTGC TGTCCTCCTT GA 



22 

nucleic acid 
single 
linear 

SEQ ID NO: 181: 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



22 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182: 
TTGAAGAAGG ACTCGCT|GCT CA 

(2) INFORMATION >FOR SEQUENCE IDENTIFICATION NUMBER 
(i) SEQUENT CHARACTERISTICS: 



(A) LENGTH: 

(B) /TYPE: 

(C) / STRANDEDNESS: 
(D/ TOPOLOGY: 



20 

nucleic acid 

single 

linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 183: 



1 77 



AAAGCCGGGG GCTTGAAGAA 



20 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBEF 
(i) SEQUENCE CHARACTERISTICS: 



184 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS : 

(D) TOPOLOGY: 



20 

nucleic acid 
single 
linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18^ 
ATGARGTGTG GGCGGCGAAA 

(2) INFORMATION FOR SEQUENCE IDENTIFICATI^ NUMBER: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 

(B) TYPE: aminp acid 

(C) STRANDEDNESS: 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ it NO; 



20 



185 ; 



Glu Gly Lys Val His Pro Gin Arg 
5 



I Gly Ala Leu Asp Arg Lys 
10 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 186 

(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: / 17 

(B) TYPE: / amino acid 

(C) STRANDEDNESS: 

(D) TOPOLOGY: / linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 186: 

Pro Ser Cys Gly Arg Leu Lyfe Glu Asp Ser Arg Tyr lie Phe Phe Met Glu 
5/10 15 



(2) INFORMATION FOR SEQUENCE IDENTIFICATION NUMBER: 187: 
(i) SEQUENCE CHARACTERISTICS : 



(A) LENGTH: 

(B) TYPE: 

(C) STRANDEDNESS: 

(D) TOPOLOGY: 



16 

amino acid 



linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 187: 

Glu Leu Asn Arg hyp Asn Lys Pro Gin Asn lie Lys lie Gin Lys Lys 

10 15 



(2) INFORMATION FOR SEQ ID NO: 188: 

(i) SEQUENCE CHARACTERISTICS: 



IIP 



(A) LENGTH: 151 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(xi) SEQUENCE DESCRIPTION: SEQ ID 

Cys Thr Ala Cys Ala Thr Cys Thr Ala Cys 

15 10 
Cys Ala Cys Thr Gly Gly Gly Ala Cys Ala 

20 25 
Cys Thr Thr Gly Thr Ala Ala Ala Ala Thr 

35 40 
Ala Gly Ala Ala Gly Gly Ala Gly Ala Ala 

50 55 
Cys Thr Gly Thr Gly Thr Gly Ala Ala Thr 
65 70 

Gly Ala Gly Thr Gly Cys Thr Thr Cys Ala 

85 . 90 

Ala Ala Gly Ala Cys Cys Thr Thr Thr Cys y 

100 105 
Cys Thr Cys Gly Ala Gly Ala Thr Ala C 

115 120 
Thr Cys Gly Gly Gly Cys Thr Cys Cys Ala 

130 135 
Ala Gly Ala Thr Gly Thr Ala 
145 150 

(2) INFORMATION FOR SEQ ID NO:189: y 

(i) SEQUENCE CHARACTERISTIC 

(A) LENGTH: 211 amino a/ids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 



Ala Cys 
15 

Ala Thr 



NO:188: 

Ala Thr dys Cys 

Ala Gly/Cys Cys 
30 

Gly Thr Gly Cys Gly Gly 
/ 45 

la Cys Thr Thr Thr 
0 

Ala Gly 
Gly Thr 

Ala Ala 
Thr Thr 



Thr Gly 
140 



Ala Cys 
110 
Gly Thr 
125 

Ala Ala 



Gly Gly 

80 
Gly Ala 
95 

Cys Cys 



Gly Cys 
Gly Ala 





(xi) SEQUENCE 


DESCRIF] 


?ION: 


; SEQ ID 


NO:189: 




Cys 


Thr 


Ala 


Cys 


Ala 


Thr 


cys 


Thr 


Ala 


Cys 


Ala 


Thr 


Cys Cys Ala Cys 


1 








5 










10 






15 


Cys 


Ala 


Cys 


Thr 


Gly 


Gly 


/Gly 


Ala 


Cys 


Ala 


Ala 


Gly 


Cys Cys Ala Thr 








20 










25 








30 


Cys 


Thr 


Thr 


Gly 


Thr 


Aid 


Ala 


Ala 


Ala 


Thr Gly 


Thr 


Gly Cys Gly Gly 






35 










40 










45 


Ala 


Gly 


Ala 


Ala 


Gly 


Gly 


Ala 


Gly 


Ala 


Ala 


Ala 


Ala 


Cys Thr Thr Thr 




50 










55 










60 




Cys 


Thr 


Gly 


Thr 


Gly 


/Thr 


Gly 


Ala 


Ala 


Thr Gly 


Gly 


Ala Gly Gly Gly 


65 










70 










75 




80 


Gly 


Ala 


Gly 


Thr 


Gl/ 


Cys 


Thr 


Thr 


Cys 


Ala 


Thr 


Gly 


Gly Thr Gly Ala 










sf 










90 






95 


Ala 


Ala 


Gly 


Ala 


Oys 


Cys 


Thr 


Thr 


Thr 


Cys 


Ala 


Ala 


Ala Cys Cys Cys 








100 










105 








110 


Cys 


Thr 


Cys 


Gly 


/Ala 


Gly 


Ala 


Thr 


Ala 


Cys 


Thr 


Thr 


Gly Thr Gly Cys 






115 










120 










125 


Ala 


Ala 


Gly 


TlW 


Gly 


Cys 


Cys 


Cys 


Ala 


Ala 


Ala 


Thr 


Gly Ala Gly Thr 




130 










135 










140 




Thr 


Thr 


Ala 


cJs 


Thr 


Gly 


Gly 


Thr 


Gly 


Ala 


Thr 


Cys 


Gly Cys Thr Gly 


145 










150 










155 




160 


Cys 


Cys 


Ala 


Ala 


Ala 


Ala 


Cys 


Thr 


Ala 


Cys 


Gly 


Thr 


Ala Ala Thr Gly 










165 










170 






175 


Gly 


Cys 


Cys 


Ala 


Gly 


Cys 


Thr 


Thr 


Cys 


Thr 


Ala 


Cys 


Thr Cys Cys Ala 



180 185 
Thr Gly Ala Ala Gly Ala Ala Gly Ala Thr Gly Tt 

195 200 
Gly Cys Thr 
210 



190 

Ala Cys Cys Thr 
205 



